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Description 

FIELD OF THE INVENTiON 

5 [0001] The present invention relates to polynucleotides encoding novel polypeptides, polypeptides encoded by the 
polynucleotides, and new uses of these. 

BACKGROUND OF THE INVENTION 

10 [0002] Cun-ently, the sequencing projects, the detennination and analysis of the genomic DNA of various living or- 
ganisms have been in progress all over the world, the whole genomic sequences of more than 40 species of prokary- 
otes, a lower eukaryote, yeast, a multicellular eukaryote, C. elegans, and a higher plants, arabidopsis, etc. are already 
detemnlned. For human genome, presumably having 3 billion base pairs, the analysis was advanced under global 
cooperative organization, and a draft sequence was disclosed in 2001 . Moreover, alt the structures are to be clear and 

15 to be disclosed In 2002 - 2003. The aim of the detennination of genomic sequence Is to reveal the functions of all genes 
and their regulation and to understand living organisms as a network of interactions between genes, proteins, cells or 
Individuals through deducing the infonnation in a genome, which is a blueprint of the highly complicated living organ- 
Isms. To understand living organisms by utilizing the genomic Infonnation from various species Is not only important 
as an academic subject, but also socially significant from the viewpoint of Industrial application. 

20 [0003] However, determination of genomic sequences itself cannot identify the functions of all genes. For example, 
as for yeast, only the function of approximately half of the 6000 genes, which is predicted based on the genomic 
sequence, was able to be deduced. On the other hand, the human genome has been estimated to contain about. 
30,000-40,000 genes . Further, 1 00,000 or more types of mRNAs are said to exist when variants produced by alternative 
splicing are taken into consideration. Therefore, It is desirable to establish "a high throughput analysis system of the 

25 gene functions" which allows us to identify rapidly and efficiently the functions of vast amounts of the genes obtained 
by the genomic sequencing. 

[0004] Many genes in the eukaryotic genome are split by introns into multiple exons. Thus, It Is difficult to predict 
correctly the structure of encoded protein solely based on genomic information. In contrast, cDNA, which Is produced 
from mRNA that lacks introns, encodes a protein as a single continuous amino acid sequence and allows us to identify 

30 the primary stnjcture of the protein easily. In human cDNA research, to date, more than three million ESTs (Expression 
Sequence Tags) are publicly available, and the ESTs presumably cover not less than 80% of all human genes. 
[0005] The infonnation of ESTs is utilized for analyzing the structure of human genome, or for predicting the exon- 
regions of genomic sequences or their expression profile. However, many human ESTs have been derived from prox- 
imal regions to the 3'-end of cDNA, and Infonnation around the 5'-end of mRNA is extremely little. Among human 

35 cDNAs, the number of the con-esponding mRNAs whose encoding full-length protein sequences are deduced Is ap- 
proximately 13,000. 

[0006] It is possible to Identify the transcription start site of mRNA on the genomic sequence based on the 5*-end 
sequence of a full-length cDNA, and to analyze factors involved in the stability of mRNA that Is contained In the cDNA, 
or in its regulation of expression at the translation stage. Also, since a full-length cDNA contains atg codon, the trans- 

40 lation start site, in the 5'-region, it can be translated into a protein in a correct frame. Therefore, it is possible to produce 
a large amount of the protein encoded by the cDNA or to analyze biological activity of the expressed protein by utilizing 
an appropriate expression system. Thus, analysis of a full-length cDNA provides valuable Infonnation which comple- 
ments the information from genome sequencing. Also, full-length cDNA clones that can be expressed are extremely 
valuable In empirical analysis of gene function and In industrial application. 

45 [0007] Therefore, if a novel human full-length cDNA is Isolated, it can be used for developing medicines for diseases 
in which the gene is involved. The protein encoded by the gene can be used as a drug by itself. Thus, it has great 
significance to obtain a full-length cDNA encoding a novel human protein. 

[0008] In particular, human secretory proteins or membrane proteins would be useful by itself as a medicine like 
tissue plasminogen activator (TPA), or as a target of medicines like membrane receptors. In addition, genes for signal 

50 transduction-related proteins (protein kinases, etc.), glycoprotein-related proteins, transcription-related proteins, etc. 
are genes whose relationships to human diseases have been elucidated. Moreover, genes for disease-related proteins 
form a gene group rich in genes whose relationships to human diseases have been elucidated. 
[0009] Therefore, it has great significance to isolate novel full-length cDNA clones of human, only few of which has 
been Isolated. Especially, isolation of a novel cDNAclone encoding a secretory protein or membrane protein is desired 

55 since the protein Itself would be useful as a medicine, and also the clones potentially Include a gene Involved In diseases, 
in addition, genes encoding proteins that are involved in signal transduction, glycoprotein, transcription, or diseases 
are expected to be useful as target molecules for therapy, or as medicines themselves. These genes form a gene 
group predicted to be strongly involved In diseases. Thus, Identification of the full-length cDNA clones encoding those 
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proteins has great significance. 

SUiVIMARY OF THE iNVENTION 

5 [001 0] An objective of the present invention is to provide polynucleotides encoding novel polypeptides, polypeptides 
encoded by the polynucleotides, and novel usages of these. 

[0011] The inventors have developed a method for efficiently cloning, from a cDNA library having very high fullness- 
ratio, a human full-length cDNA that Is predicted to be a full-length cDNA clone, where the cDNA library is synthesized 
by an improved method (WO01/04286) of theollgo-capping method (K. Mamyama and S.Sugano, Gene, 138: 171-174 
10 (1994); Y. Suzuki et al., Gene, 200: 149-156 (1997)). Then, the nucleotide sequences of cDNA clones whose fullness 
ratio Is high, obtained by this method, were detemnined mainly from their 5'-ends, and, If required, from 3'-ends, 
[0012] Further, representative clones, which were estimated to be novel and full-length, among the clones obtained, 
were analyzed for their full-length nucleotide sequences. The determined full-length nucleotide sequences were ana- 
lyzed by BLAST homology search of the databases shown below. Because the homology search of the present Inven- 
ts tion is earned out based on the Infomnation of full-length cDNAs including the entire coding regions, homology to every 
part of a polypeptide can be analyzed. Thus, in the present Invention, the reliability of homology search has been 
greatly improved. 

[IJSwissProt 

20 (http://www.ebi.ac.uk/ebi_docsSwlssProt_db/swisshome.html), 
(2] GenBank (http^/www. ncbi.nlm.nih.gov/web/Gen Bank), 
[3J UniGene (Human) (http://www.ncbi.nlm.nih.gov/UniGene), and 

[4] nr (a protein database, which has been constructed by combining data of coding sequences (CDS) in nucleotide 
sequences deposited in GenBank, and data of SwissProt, PDB (http://www.rcsb.org/pdb/index.html), PIR (http:// 
25 pir.georgetown.edu/pirwww/pirhome.shtml), and PRF (httpy/www.prf .or.jp/en/); overlapping sequences have been 

removed.) 

[001 3] Further, the gene expression profiles of cDN A clones whose full-length nucleotide sequence had been deter- 
mined were studied by analyzing the large-scale cDNA database constructed based on the 5'-end nucleotide sequenc- 
30 es of cDN As obtained. In addition to the analysis for the expression profile by computer, the profiles of gene expression 
in living cells were also detemilned by PGR. The present inventors revealed the usefulness of the genes of the present 
invention based on these analysis results. 

[0014] In the present invention, gene functions were revealed by the analysis of expression profiles in sHico based 
on the infomiation of full-length nucleotide sequences. The expression profiles used in the expression frequency anal- 

35 ysis were studied based on the database containing sufficient amount of fragment sequence data. The expression 
frequency analysis was can-ied out by refemng, for these expression profiles, to the full-length nucleotide sequences 
of many cDNA clones obtained in the present invention. Thus, a highly reliable analysis can be achieved by referring 
to the full-length nucleotide sequences of a wide variety of genes for the sufficiently large population for analysis (ex- 
pression profiles). Namely, the results of expression frequency analysis using the full-length sequences of the present 

40 invention more precisely reflect the gene expression frequency in tissues and cells from which a certain cDNA library 
was derived. In other words, the infomiation of full-length cDNA nucleotide sequence of the present invention made it 
possible to achieve the highly reliable expression frequency analysis. 

[001 5] The f u li-length cDN A clones of this Invention were obtained by the method comprising the steps of [1 ] preparing 
libraries containing cDNAs with the high fullness ratio by oligo-capping, and [2] assembling 5'-end sequences and 

45 selecting one with the highest probability of completeness in length- in the cluster fomied (there are many clones longer 
In the 5 -end direction). However, the uses of primers designed based on the 5'- and 3'-end sequences of polynucle- 
otides provided by the present invention enable readily obtaining full-length cDNAs without such a special technique. 
The primer, which is designed to be used for obtaining cDNAs capable of being expressed, is not limited to the 5'- and 
3'-end sequences of polynucleotide. 

so [0016] Specifically, the present invention relates to a polynucleotide selected from the group consisting of the fol- 
lowing (a) to (g): 

(a) a polynucleotide comprising a protein-coding region of the nucleotide sequence of any one of SEQ ID NOs 
shown In Table 1 ; 

S5 (b) a polynucleotide encoding a polypeptide comprising the amino acid sequence of any one of SEQ ID NOs shown 

in Table 1; 

(c) a polynucleotide comprising a nucleotide sequence encoding a polypeptide comprising the amino acid se- 
quence of any one of SEQ ID NOs shown In Table 1 , wherein, in said amino acid sequence, one or more amino 
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acids have been substituted, deleted, inserted, and/or added, and wherein said nucleotide sequence encodes a 
polypeptide functionally equivalent to a polypeptide comprising the selected amino acid sequence; 

(d) a polynucleotide hybridizing under stringent conditions to a polynucleotide comprising the nucleotide sequence 
of any one of SEQ ID NOs shown in Table 1 , wherein said nucleotide sequence encodes a polypeptide functionally 

5 equivalent to a polypeptide encoded by the selected nucleotide sequence; 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a polypeptide 
encoded by the polynucleotide according to any one of (a) to (d); 

(f) a polynucleotide comprising a nucleotide sequence having at least 70% identity to the nucleotide sequence of 
(a); and 

10 (g) a polynucleotide comprising a nucleotide sequence having at least 90% Identity to the nucleotide sequence of 

(a). 

[0017] The present invention also relates to a polypeptide encoded by the above-mentioned polynucleotide or a 
partial peptide thereof, an antibody binding to the polypeptide or the peptide, and a method for Immunologically assaying 
15 the polypeptide or the peptide, which comprises the steps of contacting the polypeptide or the peptide with the antibody, 
and observing the binding between the two. 

[0016] Furthennore, the present Invention features a vector comprising the above-mentioned polynucleotide, a trans- 
formant carrying the polynucleotide or the vector, a transformant carrying the polynucleotide or the vector in an ex- 
pressible manner, and a method for producing the polypeptide or the peptide, which comprises the steps of culturing 

20 the transfonnant and recovering an expression product. 

[0019] Another feature of the present invention is an oligonucleotide comprising at least 15 nucleotides, said oligo- 
nucleotide comprising a nucleotide sequence complementary to the nucleotide sequence of any one of SEQ ID NOs: 
1 to 1 970 or to a complementary strand thereof. This oligonucleotide can be used as a primer for synthesizing the 
above-mentioned polynucleotide or used as a probe for detecting the polynucleotide. The present invention includes 

25 an antisense polynucleotide against the polynucleotide or a part thereof, and a method for detecting the polynucleotide, 
which comprises the following steps of: 

a) incubating a target polynucleotide with the oligonucleotide under hybridizable conditions, and 

b) detecting hybridization of the target polynucleotide with the oligonucleotide. 

30 

[0020] Still another feature of the present invention is a database of polynucleotides and/or polypeptides, said da- 
tabase comprising infonmation on at least one of the nucleotide sequences of SEQ ID NOs: 1 to 1970 and/or on at 
least one of the amino acid sequences of SEQ ID NOs: 1971 to 3940. 

[0021] Herein, "polynucleotide" is defined as a molecule, such as DNA and RNA, in which multiple nucleotides are 

35 polymerized. There are no limitations on the number of the polymerized nucleotides. In case that the polymer contains 
relatively low number of nucleotides, it is also described as an "oligonucleotide", which Is Included In the "polynucleotide" 
of the present Invention. The polynucleotide or the oligonucleotide of the present invention can be a natural or chemically 
synthesized product. Alternatively, It can be synthesized using a template polynucleotide by an enzymatic reaction 
such as PGR. Furthemnore, the polynucleotide of the present invention may be modified chemically. Moreover, not only 

40 a single-strand polynucleotide but also a double-strand polynucleotide is included in the present invention. In this 
specification, especially in claims, when the polynucleotide is described merely as "polynucleotide", it means not only 
a single-strand polynucleotide but also a double-strand polynucleotide. When it means double-strand polynucleotide, 
the nucleotide sequence of only one chain is indicated. However, based on the nucleotide sequence of a sense chain, 
the nucleotide sequence of the complementary strand thereof Is essentially determined. 

45 [0022] As used herein, an "Isolated polynucleotide" is a polynucleotide the structure of which is not identical to that 
of any naturally occurring polynucleotide or to that of any fragment of a naturally occurring genomic polynucleotide 
spanning more than three separate genes. The terni therefore includes, for example, (a) a DNA which has the sequence 
of part of a naturally occurring genomic DNA molecule in the genome of the organism In which it naturally occurs; (b) 
a polynucleotide incorporated into a vector or into the genomic DNA of a prokaryote or eukaryote In a manner such 

50 that the resulting molecule is not identical to any naturally occurring vector or genomic DNA; (c) a separate molecule 
such as a cDNA, a genomic fragment, a fragment produced by polymerase chain reaction (PGR), or a restriction 
fragment; and (d) a recombinant nucleotide sequence that is part of a hybrid gene, i.e., a gene encoding a fusion 
polypeptide. Specifically excluded from this definition are polynucleotides of DNA molecules present in mixtures of 
different (i) DNA molecules, (ii) transfected cells, or (Hi) cell clones; e.g., as these occur In a DNA library such as a 

55 cDNA or genomic DNA library, 

[0023] The terni "substantially pure" as used herein in reference to a given protein or polypeptide means that the 
protein or polypeptide is substantially free from other biological macromolecules. For example, the substantially pure 
protein or polypeptide is at least 75%, 80%, 85%, 95%, or 99% pure by dry weight. Purity can be measured by any 
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appropriate standard method known in the art, for example, by column chromatography, polyacrylamlde get electro- 
phoresis, or HPLC analysis. 

[0024] All the cDNAs provided by the present Invention are full-length cDNAs. The lull-length cDNA" herein means 
that the cDNA contains the ATG codon, which is the start point of translation therein. The untranslated regions upstream 
5 and downstream of the protein-coding region, both of which are naturally contained in natural mRNAs, are not indis- 
pensable. It is preferable that the full-length cDNAs of the present Invention contain the stop codon. 

BRIEF DESCRIPTION OF THE DRAWINGS 

10 [0025] 

Figure 1 shows the restriction map of the vector pMEl 8SFL3. 
DETAILED DESCRIPTION OF THE INVENTION 

15 

[0026] Alt the clones (1 970 clones) of the present invention are novel and encodethe full-length polypeptides. Further, 
all the clones are cDNAs with the high fullness ratio, which were obtained by oligo-capping method, and also clones 
which are not identical to any of known human mRNAs (namely, novel clones) selected by searching, for the 5'-end 
sequences, mRNA sequences with the annotation of "complete cds" In the GenBank and UniGene databases by using 

20 the BLAST homology search [S. F. Altschul, W. Gish, W. Miller, E. W. Myers & D. J. Lipman, J. Mol. Biol., 215: 403-410 
(1990); W. Gish & D. J. States, Nature Genet, 3: 266-272 (1993)]; they are also clones that were assumed to have 
higher fullness ratio among the members in the cluster fonned by assembling. Most of the clones assessed to have 
high fullness ratio in the cluster had the nucleotide sequences longer in the 5'-end direction. 
[0027] All the full-length cDNAs of the present invention can be synthesized by a method such as PCR (Current 

25 protocols in Molecular Biology edit. Ausubel et al. (1987) Publish. John Wiley & Sons Section 6.1-6.4) using primer 
sets designed based on the 5'-end and 3'-end sequences or using primer sets of primers designed based on the 5'- 
end sequences and a primer of oligo dT sequence con-esponding to poly A sequence. Table 1 contains the clone names 
of full-length cDNA of 1 970 clones of the present invention, SEQ ID NOs of the full-length nucleotide sequences, CDS 
portions deduced from the full-length nucleotide sequences, and SEQ ID NOs of the translated amino acids. The 

30 positions of CDS are shown according to the rule of "DDBJ/EMBL/GenBank Feature Table Definition" (http://www.ncbi. 
nIm.nih.gov/collab/FT/index.html). The start position number corresponds to the first letter of "ATG" that Is the nucle- 
otide triplet encoding methionine; the termination position number corresponds to the third letter of the stop codon. 
These are Indicated being flanked with the mark However, with respect to the clones having no stop codon, the 
tenninatlon position is indicated by the mark according to the above rule. 

35 
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50 



55 



Clone name 


SEQ ID NO. of nucleotide 


Position of CDS 


SEQ ID NO. of amino acid 




sequence 




sequence 


ADRGL20020290 


1 


62..1669 


1971 


ADRGL20021910 


2 


150..707 


1972 


ADRGL20022600 


3 


464..814 


1973 


ADRGL20023920 


4 


375.. 1853 


1974 


ADRGL20026790 


5 


113..2371 


1975 


ADRGL20027530 


6 


2013..2372 


1976 


ADRGL20036380 


7 


1129..1557 


1977 


ADRGL20036840 


8 


260..889 


1978 


ADRGL20040310 


9 


539.. 844 


1979 


ADRGL20040770 


10 


81 7.. 1227 


1980 


ADRGL20046760 


11 


1108..1467 


1981 


ADRGL20047080 


12 


823.. 11 34 


1982 


ADRGL20047770 


13 


1532..1897 


1983 


ADRGL20057660 


14 


376.. 846 


1984 


ADRGL20059610 


15 


969..1961 


1985 


ADRGL20062330 


16 


799..>2117 


1986 


ADRGL20063770 


17 


344.. 664 


1987 
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Table 1 (continued) 



5 



10 



15 



20 



25 



WIUI Iw 1 ICll 1 Iw 


SFO ID NO of nucleotide 




o C.W lu iMw. ui arninu ctciu 




sequence 




seauence 


ADRGL20066770 


18 


"22.. 141 6 




ADRGL20067320 


19 


976 1016 


1QAQ 


ADRGL20079060 


20 


63.. 1748 


1QQ0 


ADRGL20095330 


21 


Q9Q 1*^1 R 


1QQ1 


ASTR020001910 

r*0 1 riw&w W 1 w 1 w 




17*5'^ •>991R 




ASTR020003720 


23 


90AQ 9(;aR 




ASTR020004fl2Q 


94 


444 1 040 


1QQ4 

1 95J*f 




9R 

&w 


9 119*^ 
^..11 ^O 


i QOR 

1 aaO 


A QTRnonnnQ 1 An 


9R 


Q4A 1 71 >l 
0*f*f . . 1 / 1 *f 


1 yyo 


AQTRn^nm nni n 
MO 1 n\Jc\j\j \ \ \j 


97 

£.1 


1 9QR i 797 


1 Q07 


AQTRn^nm coQd 


9A 


9 74«* 


1 QQO 


AQTPn9nni oo7c\ 
Mo 1 nu^uu 1 i u 


90 




lyyy 




QO 


19 QQC 


OAAA 

^UUU 


MO 1 nu^uu^uoou 


0 1 


1 OOH. . 1 00*f 


£UU1 


A<^TRn9nn99n9n 

MO 1 T\\J£\J\JC.c.\J^\J 


^^9 


ZA7 1 noo 
*^o / . . 1 Uao 




A QTRnonn^fiQon 
MO 1 ri\Jc\t\J^OOc,\j 


oo 


4/0..^ 1 D 1 


^Uuo 


MO 1 V\\i£.\J\J£. 1 OOV/ 


^4 


4A1 1101 


^Uu*t 


MO 1 nu^v/ViwOHW 


w9 


t\0 9n9R 




A Rn 9 nn4.'^ft d.n 

MO 1 nutuu*+oo*t\j 


^R 
OD 


9RQ inf^i 


OA Oft 


MO 1 nU^vU'fD^OU 


<^7 
Of 




OAA7 


MO 1 nV/&wVH/ w 1 \J 


oo 


1940 1R11 
1 ^fU,. lull 


OAAO 


MO 1 nVi/^vvwUO 1 V 


oa 


171 1RQ4 


9AAQ 


MO 1 nuicuuocf cw 


4n 


1 1 DD..^O0£ 


OA1 A 


MO 1 nv^vuoo^fou 


41 


91 A mac 


^Ul 1 


MO 1 nv^uus^oou 


49 


90Q *^f^Q 


OA1 O 


A ^TRn9nn*?RR7n 
MO 1 nu^uuooo / u 


4<* 


9/19 7QQ 
^4^. . / OO 


OAH O 

lo 


MO 1 nU^UU0090U 


44 


o4o..1 UoO 




A QTRnonnt^ PQft n 
MO 1 nu^uuoo^ou 




OO.. I^IO 




MO 1 nu^uuo94iuu 


4ft 
•+D 


T1 1 907 


OAH C 


MO 1 r\\j£\j\j I o 1 ou 


47 




OA1 7 


MO i nU^UU/DODU 








MO 1 nu^uuoouou 


4Q 


47n 9ni"i 


OA1 Q 

^u ly 


MO 1 iiU^UUOO^OU 


OU 


04D..l0oU 


OAOA 


MO 1 nU£\JU090vU 


O 1 


1 AO A i 9R 




r\0 1 r\\J£.\f\Ji3\J\}v>\J 


S9 


1991 •%9R<%1 


9 A 99 




wO 


19 1914 




ASTR0P00Q1 770 
r\\j 1 riwbW\7 1 « f In/ 


<^4 


10 '^lA 
1 K/..0 i D 


onoA 


ASTR0901 41 740 


w9 


qn '^47 




BGGI1 20000870 


SR 


940 R14 




60^11200107*50 


'57 


79 'i.9<^07 




BNGH41 0000«=i70 


<^A 

wO 


QC7 9097 




RNIGH42n00ft1 *50 




OaD. . 1 DUO 


909Q 


BNIGH42n0140R0 


RO 


1079 141*^ 
1 U/ c.,. l*f lO 


90 Q A 


BNGH420015760 


61 


92..1336 


2031 


BNGH420021680 


62 


147.. 2093 


2032 


BNGH420023870 


63 


301, .1851 


2033 


BNGH420024870 


64 


155.. 1960 


2034 


BNGH420035290 


65 


114..2126 


2035 


BNGH420036410 


66 


1778..2143 


2036 
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Table 1 (continued) 



5 



10 



15 



20 



25 



30 



35 



nioriA nanrip 


SFO ID NO of nucleotide 


Position of CHS 


AFO in NiO rsf fimin/% o/«irl 




sequence 




seauence 


BNGH420040760 


67 


698 1162 


PO'=57 

^uo / 


BNGH420042910 


68 


191. .721 


PO'^R 
^cvoo 


BNGH420045380 


69 


721,, 1264 


PO'^Q 


BNGH420046790 


70 


1079 1429 


P0J.0 


BNGH420052350 


j\ 


7R7 114fi 


P041 


BNGH420059680 


72 




P04P 


RNGH420061 350 


73 


ROO '^I'^l 






74 


P(%d RAI 






7«; 


OD / ..^'f^vT 






7R 




OA/1 ft 




77 


<)1 RIO 




RNfiH4Pn077Qft 


7R 


PRR PI 47 






70 








An 


1 U/ ..>^OOD 






R1 

O 1 


1 90.. 1 OOO 


90R1 




R9 


D*^^:.. 1 /Uo 


OOKO 




oo 




i^UDo 


RRACFpnon7^^o 


Rd. 








RC^ 






RRACFPOOIAd^n 


RR 

OD 






RRACFP001 77Q0 


R7 
Or 






RRACiFPOni flR1 0 


RR 


0%7 /..II *f O 




RRAHFPnnpfiRpn 


RQ 




£Uoy 


R RAH FPnn^RQPO 




1199 14RQ 


9oen 

^UDU 


RRAPFpnnRnR7n 


Q1 


1 1 yo/ 


^UD 1 


RRAPFpnn^^i Rnn 


QP 


QQC 




RRAr!Fpnfi*?i Q^^n 


\IO 


1 7Q oni 
1 /o..yui 


^UDO 


R R APFpnn'^PAf^n 








RRAPFpnn^p'^'^n 






once 


R R AnFpnftfiAnfln 


OR 




onRft 
^lUbb 


R R APFPnORdAfln 


Q7 


1 i i ono 
111 ..yu^ 


onft7 
^Ub/ 


RRAnFpnn^ARnn 


QR 


QQO H 07<? 


oncQ 


RRAriFpnoR^f^Rn 


QQ 


10D../00 


onfio 


RRAf!FP00'>7R7n 


inn 


1 1 oy..i O^O 


OfV7f\ 


RRACFPOO'^Q1 1 0 


1 V 1 


mo^.. 1 y 1 u 


/ 1 


BRACEP005Q81 0 


10P 


RRQ PP1R 


0070 
^U/ ^ 


BRACF20061 RPO 


1 


1 RP 1 1 R^ 




BRACF2006PS80 


104 


1 1 DH.. 1 0>jS7 


9074 


BRACE20063540 


105 

1 WW 


Q7Q 1 ft7n 

O/ O.. 1 D/ V 


907*; 


BRACE20065470 


106 


4P7 1101 

/ . . 1 1 V 1 


907R 


B R ACF200663RO 


107 


pqq 7QR 


9077 
^U/ / 


BRACE2006871 0 


10R 




907R 


BRACFPOORQOOO 


10Q 




907Q 


BRACE20069110 


110 


576..917 


2080 


BRACE20069440 


111 


278.. 1504 


2081 


BRACE20079200 


112 


928,. 1413 


2082 


BRACE20079370 


113 


158..1522 


2083 


BRACE20097640 


114 


1474..2103 


2084 


BRACE20098860 


115 


693,.1193 


2085 
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Table 1 (continued) 



5 



10 



15 



20 



25 



wIOmc naiTIc 


QPr*) K\t^ f\f nii^laAtirla 
OPVjj lU l\\J. 01 nUUIcOllUc 




OCU \\J Vi\J. OT amino QdU 




OwUUwl iww 






RRAr!P9nnQQn7n 


if ft 


CO AAAi 

00,, 1 *T*f 1 


OAfift 
4IU0O 




117 


11 ft1ft 




RRAPP^m Qfii nn 


lift 

1 1 0 


qc Qi fi 
00. .y 1 D 






11Q 

1 ly 


lACA 1Q10 

1404.. 1 yi^ 




RRAPPon^ftnTTn 


I^U 


OUD..ODO 


OAQA 


RRAPP9n9nnQ7n 

Dn/W^CilUiCUUS / u 


191 


4^:0.. Ab4 


0A04 


ROAPPononAftTn 


100 


7ft A 01 O/l 


OAQO 


R D A ponooi; A An 


1 0'a 


4U..OO/ 


OAOO 




H OA 


4 4 A yICA 

n y..4b9 


2094 




125 


loo.. 590 


2095 


DriAv/C4£U£l 04 1 U 


4 OA 

i£b 


44 4 4 oe4 

in ..lobi 


onno 

2096 


oriAUc^U^i D/UU 




1403.. 1738 


2097 






A4 4 4 04 C 
911 ..1315 


2098 




4 on 


4 no cnc 

198.. 596 


2099 


DnAivl Y 1 UUUUb^ou 


4 OA 


OC>l C4 0 

254.. 616 


2100 


DHArviY lOUOi /oU 


131 


79D..1158 


2101 


DriAiVl T ^UUUU^l U 


IOC 


4 Ovl A AC 

1o4..44o 


04 no 

2102 




^ QO 

Uo 


4 OA 4 000 

190.. 190^ 


04 no 

2103 


AK/IVOAAA4 A 


1o4 


4 OA A4 T 


04 i\A 

2104 


QnA^>IVOAAAQCy| A 


I0O 


4 y| >l oyl 77 
144.. ^4/ / 


04 nc 

2105 


RDAMVOAAAQOOA 


1ob 


4 04 0 AO 


04 nc 

2106 


no A ^ilVOAAACAQA 

DnAM Y^UUUoUoU 


H 07 
lOA 


4 CO 0 4 OCO 

1638.. 1958 


2107 


DnAM Y^UU 1 ob / U 


loo 


551 ..2881 


2108 


DDAMVOAA^ e7QA 

D nAM Y ^UU 1 b / oU 


4 OA 

139 


r\~9n J noc 

273.. 1985 


2109 


la Q A ^i! V O A A O Ayl >l A 

DriAIVi Y^UU^U44U 


14U 


359,. 685 


2110 


RQAMVOAAOH CQA 


141 


67.. 555 


04 4 4 
2111 


DD A ftilVOAAOQOAA 


142 


4 CCD 4 non 

1568.. 1939 


2112 


DnAM Y20U2od40 


143 


4COii nooA 

1684. .2280 


2113 


DD A KilVOAAOyfTAA 

DnAMY20U24AyU 


4 ji it 
144 


276.. 626 


2114 


' OD AfcilVOAAO"70AA 

t5nAMY2UU2/oyU 


4 AC 

145 


420.. 782 


2116 


RDAkilVOAA0700A 

DnAM Y^UU^Z 


14b 


con 4 c^o 

529.. 1572 


2116 


DD ARAVOAAOOCOA 

DnAMY^UU^ooou 


147 


973., 1278 


2117 


C3 D A Kil VO A AOQ CO A 

DnAM Y2UU2ob2U 


4 JlO 

14o 


4 nil 0 4 >io>i 

1048.. 1434 


2118 


DD A IkilX/OAAOCO OA 

DnAMY^UUobooU 


4 An 
149 


noc 4 

925.. 1707 


2119 


RP AK/IVOAAOKQQA 

DnAIVI Y^UUoOooU 


4 CA 

ibu 


04 A (\T7 
21 9. .9/ / 


2120 


RDAMVOAAQftRQA 

DnAM Y^UUobOoU 


4 C4 

151 


4/144 4 7C 4 

141 1 ..1 /b1 


04 04 
2121 


DnAM Y^UUoDol U 


i CO 
10£ 


004 €i.AA 

od,\ ..b44 


04 00 
2122 


RRAMV^fin<*ftQnn 


1 oo 


71 C ■s.OAC? 


04 OQ 


RRAMVOnn^OOQA 
DnAIVI T illJU09cyU 


104 


D 4 4 (\A Q 

ol ..1 U4o 


04 o>i 
^1^4 


D nAM T ^UU4U0oU 


ICC 


o/4,,/by 


04 OC 

dido 


RDAMVOAAAQROA 
D riAIVI Y ^UU4oO^U 


1 CA 

iDb 


Qilo 4770 


04 00 

^1^b 


D nAIVI T ^UU40D0U 


i C7 


OC 4 4 4 Q 


04 07 

d\df 


RRAMY^nnAAQOn 


ICQ 


4U..1 94/ 


04 OQ 

d\do 


BRAMY20045210 


159 


367.. 750 


2129 


BRAMY20045420 


160 


4..888 


2130 


BRAMY20047560 


161 


220..726 


2131 


BRAIVIY20050640 


162 


1802..2635 


2132 


BRAMY20050940 


163 


23..385 


2133 


BRAMY20061820 


164 


1411..2157 


2134 
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Table 1 (continued) 



5 



10 



15 



20 



25 



Clone name 


SEO ID NO of nucleotide 


Position of CDS 


SEO ID NO of Amino acid 




sequence 




sequence 


BRAMY20052440 


165 


29..448 


2135 


BRAMY2005391 0 


166 


11 ..358 


2136 


B RAM Y20055760 

L^l tf^lTI 1 C> Www f wV 


167 


664 2253 


2137 


BRAMY20056620 


168 


46.. 726 


21 3R 


BRAMY20056&40 


169 


40.. 1392 


91 

£ 1 w9 




170 




P140 


RRAMY20072440 


171 

1 r 1 


RP*^ 1fiP0 


P141 

1 H 1 


RRAMY2007987fi 


179 


437 010 

*rw/ ..o 1 V 


9149 


RRAMYPnnT'^nRn 


17^ 




91 4*^ 

^ 1 HO 


RRAMY9nn74.1 1 n 

DlirMVi 1 C\J\Ji *T 1 1 u 


174 


'^14 ARR 

O 1 H..OOO 


91 44 




1 /w 


HOC 1C04 

1 1 Ow.. 1 w^H 


91 4R 




17R 


4f>Q 101Q 


91 4R 


RRAMY90n7R1 '^n 


177 


RQ R7R 


9147 


RRAMY9nn7R(>'^n 


17A 


1010 14RR 


91 4A 
^1 <fO 


RRAMYPnnft'^'^'^n 


17Q 


10 409 


91 40 

^1 H9 


RRAMY^nnR'^R^n 


1 AO 


RPR 111Q 


91 «nO 
^ 1 OU 


RRAMYP0nftQ77n 


Ifti 

1 D 1 


1 7*^ ORR 


91 R1 
^ 1 0 1 


RRAMYPOHQI P'^n 


1fl9 


AIR 1R70 


91 R9 
^ 1 o^ 


RRAMYPnnQ'^AQn 


1 oo 


ROT H nAO 


91 R*^ 

^ 1 OO 


RRAMYPnnQ^flQO 


1 A4 


QO 91 '^R 


91 R4 

^ 1 OH 


RRAMYPnoQRnnn 


1 A(^ 

1 Ow 


9RQ R1R 


91 RR 

^ 1 OO 


RRAMY9nnQRp;7n 

DrirMVI 1 U\70w » U 


1 AR 


1 00 fl07 


91 RR 
d. i OD 


RRAMYPnOQRQ^n 


1 A7 
1 Or 


1 '^Rl 1 ROO 
1 OO 1 . . 1 ouu 


91 R7 
4l 1 Of 


RR AMYpni nnRftn 


1 AA 
1 oO 


9RA A70 


91 Rfi 
^1 Oo 


RRAMY9ni n9Qnn 


1 AQ 


900 7R0 


91 RQ 

^1 09 


RRAMY9ni n7QRn 

DilrMVI 1 ^V/ 1 U / 90U 




q^Q RRQ 


91 RO 
^ 1 DU 


RRAMYPfll 1 1 7fln 

DPirMVI 1 III/ Ov 


IQi 


RA4 990Q 


91 R1 


RRAMYPnH 7R7n 
DrirMVI T £\f \ \ fO/\J 


1 09 


eq 7QO 
Do., f 


91 R9 
^1 D^ 


RRAMYPm 1 RAi n 

DrirMVI i 1 1 O** I U 


1 90 


94 7A9 


91 Rq 
^1 DO 


RRAMYPm I R^Qn 

DrTrMVl 1 £.\J I 1 


1Q4 




91 R4 
^ 1 DH 


RRAlUIY9ni 901 70 


1Q(; 

1 90 


iion 1ARQ 


91 RR 
£.1 00 


RRAMYPm 9*^4.0n 

DiirMVI 1 I 4uOH\J\J 


1QR 


1 490 1 7RR 


91 RR 

4L. 1 DD 


RRAMYPni 94.070 

DrirMVI 1 £.\J 1 4C*Tvy / U 


107 


R9R 1 9PR 


91 R7 


RRAIV/IY901 9m 70 


10A 


1R7 R7Q 


91 Rfi 


RRAMY901 PR'^fiO 


1QQ 


1 ^^4 1 0RO 


91 RQ 

£. 1 09 


RRAM YPn 1 P*>S*%0 

DrirMVI I cLKf 1 4Cw»,)wW 


900 


PO 1 747 


91 70 


RRAMYPm 9RQ1 0 


901 


114 R1R 


9171 

£ 1 r 1 


RRAMYP01 97*^1 0 


POP 


1QflR P'^'^R 

i ^70U . .C.OOD 


91 79 


RRAMYP01 977R0 


PO*^ 


^^17 R01 


917*^ 
£ 1 / o 


BRAMY901 '^40*50 




100 R9P 


PI 74 

i / H 


BRAMYP01 '^R7P0 




R7 401 


P17R 
£ 1 / o 


BRAMYP01 '^7'^fin 
urir^ivi 1 c\j lOf 


POR 


Q7R P1Q'^ 

9/ O. 1 90 


P17R 


BRAMY901 *^Q4iin 


P07 


P 1 R07 

. 1 09# 


91 77 


BRAMY201 39750 


208 


88..435 


2178 


BRAMY201 43870 


209 


1419..2102 


2179 


BRAMY201 52510 


210 


296.. 1993 


2180 


BRAMY201 55500 


211 


722..1069 


2181 


BRAMY201 58550 


212 


142..951 


2182 


BRAMY201 59250 


213 


286.. 810 


2183 
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Table 1 (continued) 



5 



10 



15 



20 



25 



olone noiTie 


QCO ir^ Af niiAloAtiHo 


PAGitiAn Af r^nQ 






seauence 




seouence 


DriMIVl T £\J I OUU^U 


^ 1 *r 


l^.'^ Q1Q 


91 SZ 


RRAMY9ni y^ARH 
DrlMIVI T 1 / OM-OU 


19 


1 Oft., 1 


91 fl'^ 


DilMfVI I \ 


4L \ U 




91 RR 


RQAMVOOIOAPAn 
DrlAlVI y 1 cy'l'OoU 


917 
It 1 / 


117Q mi 7 


91 fl7 


RDAMVonon^97n 
D nAIVI T ei\J^\J^£, / U 


il lo 


91 A UAA 


91 nn 


DriAIVI Y ^U^UD04U 


91 Q 


9Q7 1 ftAI? 
C.OI . . 1 DUO 


91 AQ 

^1 Oi7 


DriAIVI Yi::U^l iJo^U 




1A1A 1R70 


91 QA 


D nAIVI Y^U^^l OUU 




1 Do. .yy^ 


91 01 

£i yi 


bHAIVi YiiU^iiioUl U 




Add HOKT 


d\ y^ 


□ riAlvi Y2022525U 


223 


obo..o/o 


OH QO 

yo 


dRAIvIY20225320 


oo>i 
224 


^41 ..O40 


OH 0>t 


DnAlvlY20227230 


ooc 
225 


"t QOT OAft7 


OH OC 

d\ yo 


DriAMY20227oou 


ooc 


IU..OO/ 


OH QCt 

CA yb 


DnAlvlY202279oO 


007 

227 


H 4 >IO 4 ceo 


OH 07 


BriAIvI Y20231 1 50 


OOD 

22o 


199.. 11 4b 


OH OQ 

^lyo 


D HAivl Y20234820 


OOA 

229 


H AA OA^A 

199.. 20/9 


OH AA 

2l 99 


DD A ftil VOAOOTH AA 

DnAIVlT2(J2o/ 1 yo 


OOA 


OQ7 QTA 
^y/ ..O/U 


OOAA 


DriAlvlY2023DD30 


00 4 

231 


OAO iOQH 

oOo.. loo 1 


OOAH 


DD AftJI\/0A0>10 4 OA 

D HAM Y ^U^4o 1 ^ 1/ 


ooo 


i 7CC 0>ICi 


OOAO 


DD A Nil VOAOyt yl >1 OA 

D MAM Y ^U^444y U 


OOQ 




OOAO 


DD AhilVOAOVlCH >l A 

dHAM Y2u24o 1 40 


OOil 

2o4 


O ^ OQC 

o.. i^yo 


OOAA 


DD A ft/IN/OAO>ICOC A 


ooc 


y4../ou 


OOAC 


DD A ft il\/OAO>1 CTC A 

DnAMY^0^4o/D0 


ooc 


OO.. lO/O 


OOAC 


DDAftilVOAOC^ A 

DriAM Y20251 2 1 0 


237 


eo Qcc 


OOA"7 


DD Aftil\/OAOC4 "7CA 

bnAMY^OiiO 1 fou 


ooo 


A7 Q^C 

y /..o4b 


OOAQ 


DnAMY202o3000 


OOA 

239 


one H ceo 
210.. 1553 




DDAft4\/AAOC7?OA 

DnAMY202o77oO 


Oyl A 

240 


1194.. 1706 


OOH A 


3 R AM Y202d9040 


2At\ 


AOA OA*74 

989.. 2071 


2211 


D D A ft OA A Af\ 

dHAM Y20271 1 40 


o>io 
242 


^coo oooo 


OO H O 

221^ 


DD Aft/IV/OAOTvlCH A 

briAM Y202 /4b 1 0 


243 


1 /o0..21oo 


OOH O 

221 o 


DD AftJ\/OAOOCCCA 

Drv\MY202o5DoO 


0>l A 


OO ooo 
23. .382 


OOH>f 

2214 


DD A ft/l\/OAOO"7/l A A 

DHAMY^0do/40u 


o^c 
245 


i . .4ob 


OOHC 


DRAWn2001 4590 


Oil c 

246 


4 OC OCO 

l25..o5b 


OO H C 

22lb 


DD AlAfLJAAAOA^7A 

b nAWn200204 70 




loi ..>2ioU 


OOH 7 

221 / 


DD A\A/UOAAOAftAA 

briAVVniiUU/iUDUU 


^4c5 


/I AO 700 
4U^.. 


OOH Q 
221 o 


RQ A\A/UOAAOH Qi A 


£4y 


094.. 1 oUo 


991 Q 

221 y 


R Q AiAiuonnoc/i on 
D nAVVncUU/:04y U 




iCQQ OH AC 


999A 


RHA\A/WO A A0^5rH A 


do I 


QA7 9AQA 


9991 


RRAlA/MOAAOTOCn 

D nAW n^uu^ / ^ou 




QA9 1 AQQ 

y4^..i H>yy 


9999 


DnAVVncUUoUOUU 




oo1 ..l^oD 


9990 


DnAWn4;UUoyo4U 




1AQ >.OOQ1 




RRAlAfUIOAA/IAAQA 
DnAVVnziUU4UooU 




OAi 90Q1 


OOOR 


R R A V A/U O A A>1 T7 Q A 

DnAWn<&uu4/ /yu 


OCR 


OOA ftOH 


OOOR 


BRAWH20050740 


257 


512..>1907 


2227 


BRAWH20055240 


258 


1339.. 1653 


2228 


BRAWH20055330 


259 


1507..1911 


2229 


BRAWH20055780 


260 


354. .953 


2230 


BRAWH20058120 


261 


896.. 1501 


2231 


BRAWH20063010 


262 


1839..2679 


2232 
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Table 1 (continued) 



5 



10 



IS 



20 



25 



v«fiune riaiTic 




PAQitiAn Af nn^ 


QPO in MO Af nminA oaIH 




sea ue nee 




sequence 


DrlrWV n£.\j\Jf OUOU 




1fi1 7df> 

1 0 1 . . f to 




RRA\A/H9nn7ftR9n 

DriMVV n£.\J\J / oo^u 


9ftA 


QQ 47A 
5757. .•+/ \J 




RRAWM^nnAHRRn 

DriMVVri^lUvOU^OU 




00. . 1 




RDAWMonnnoc^Rn 
DnAwriiCUUo^oov 




91 01 9R7n 

^ 1 y 1 ..^0/ u 




RRAWi-i9nnn9Q9n 

DrVWV n^UUO^t7^U 


9R7 


1C7Q OiOA 




RDA\A/MOrtOQQni4n 

D nMvv uu y ovj'i-u 


^00 






RQAWV/uonno^oTn 
DriMVvn^uuyou/u 


iioy 


*fDy., 1 ooy 


«c^oy 


D Q AIA/UIOO AQyl Onn 

t3riAVVn^uuy4yuu 


OTA 


71 0 01 Afi 
/ l^..21 00 




DnAVVn^UUyoyUU 


^/ 1 


0/7 01 7Q 
24/ ..21 /O 


2^41 




2f 2 


Do4.. l42o 


00 /1 0 
2242 




2/0 


OCOO 0070 


224o 




2f 4 


1 1 iy..i4o 1 


2244 


DD AlAfUIOni TCQvIrt 




QQ f^Ayl 


2240 


briAvvn^Ui /^bobU 


2/0 


00 OOAO 


224b 


QDAlAfLIOAH QOCS7A 

b HAW n^O lo^o f\J 


2/ / 


07CH OACO 

2/01 ..o009 


00>I7 

224/ 


bHAWM^iO looi /O 


2/0 


4 AC AAA 

1 Ob.. 909 


224o 


DQ A\A/UJOAH QCOftO 

DnAWn^Ui oo^DU 


2/y 


2U4.. i94b 


224y 


DD AlAfUIOnH QC07n 

b nAWn^iU 1 oo^ / U 


OQA 

2o0 


i C QCQ 

ib..ob9 


OOC A 

22bU 


briAWrlziUl obU i U 


2o 1 


QQft 4QQQ 

00b.. loo9 


OOC4 

220 1 


b rvAvV n^Li 1 oo / oU 


ocio 


Oi QOyI 
21 ..o24 


00 CO 
2202 


bnAWn^u 1 yuooU 


2oo 


y| 1 A 1 AO>f 
41 U.. 1024 


00 CJ 
2200 


briAWn<iU 1 yUooU 


2o4 


cc ^ coo 
Ob.. 1 boo 


2204 


bMAWn^Ul y 1 you 


00c 


•4>10C 04 70 

l42b..2l /2 


00 cc 
2200 


bnOAlN 1 UuUU/OU 


2oD 


b4o.. loob 


ooce 
220b 


bnUAlN 1 UUUl UOU 


OQ7 

2o/ 


OQQ QOQ 

000.. o2o 


00 C7 
220/ 


bnoAlN 1 UUUl DoU 


2oo 


bl9..99o 


22O0 


b H O AN<iU UU 1 4o U 


OQA 


A\A AACk 

11 4.. 449 


OOCQ 

2209 


bMCAiM2u004i 80 


AAA 

290 


0 004 
D..001 


OOfiA 

22b0 


bHUAN2uu0o23U 


OA*! 

291 


CO CAA 

bo..b9u 


OOfi 4 
22b 1 


briOAN20u(Jo4 1 U 


OAO 


CO A OOC 


0000 
22b2 


bnOUUl UU0U4UU 


OAO 

2yo 


11 ..ODb4 


22 bo 


bHuUO2000u47U 


294 


000 4 OC 4 

2oo..lobl 


ooevf 
22 b4 


bHoUU2UUUoOUU 


OAC 


4 CO 4 >1CC 

ibo..l4bb 


00 cc 
22 bb 


bnnlr 10000/20 


OAC 

296 


A 04 0 

4..012 


oocc 
22bb 


bnnlr1UUUiU4U 


OQ7 

29/ 


7ft 1 Q 1 7 

/b.. 10 1 / 


OOC7 
2ilb/ 


RDUiiDonnnno'i n 
bnrllr^UUUU^l U 


290 


7 07fl 


22bo 


DrinlriCUUUooyo 


OQO 

299 


e4Q 4 oon 
01 0.. 1 2oo 


00 AQ 

2209 


DnnI r^UUUOUDU 


QAA 

ouu 


vcc H 4 70 
/Ob., 1 1 /o 


00 7n 


DnooiN^uuu 1 y / u 




oy..o^D 


9971 


DnooIN^UUUoDl u 


QAO 

oU2 


1 7>l -^007^ 
1 /4..>20/0 


00 70 
22/2 




OUO 


OOfiQ -vOKQC 

&uoy . .>^ooo 


997*5 


Q D Q Q K 1 Onn AP>4i4 o 


OU4 


^40.. I ^/*f 


007 A 


RRQQWOnfl7AA4rt 
Dnool>I^UU/404u 


OUO 


OA7 Qft«; 

^o/ ..yoo 




BRSSN20091190 


306 


121 4. .2002 


2276 


BRSSN20092440 


307 


4. .396 


2277 


BRSSN20093890 


308 


94..717 


2278 


CD34C20001750 


309 


10..840 


2279 


CT0NG1 0000090 


310 


2551. .2991 


2280 


CTONG20000340 


311 


856.. 1929 


2261 
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Table 1 (continued) 



5 



10 



15 



20 



25 





RPO in NO of nijcleotidii 


Position of CDS 






sequence 




sequence 


CTONG20002790 


312 


373 708 


2282 


CTONG20004110 


313 


74.. 3079 


2283 


CTONG20004520 


314 


146.. 772 


9984 




315 


1Q9 1448 


9985 




'^IR 

w 1 U 




99ftR 




317 


1034 184Q 

1 wot. . 1 0*T\7 


9987 




O 1 0 


134 ft74 


9988 


HTONGPOOI 74Qn 


'41 Q 

W 1 «7 


34R 9935 

0*tO . ■ ££Ow 


998Q 




Ocv 


91 Q R35 


^icyu 






94 Q9'^7 


99Q1 






1 0*4 QA9 


99 Q9 






1 n9 94Q9 


OOQO 

<c^yo 






91 Q 9ftQ1 


99Q4 






91 7K 9l^f\ 


99QR 






Q 1 7nR 


99 Oft 




Q07 


QCO Q1 09 


^y/ 






1 DOO..^U 1 o 


9900 






HUf . .>O^UO 


99QQ 

£^yy 


w 1 WIN O^UUOO / ou 


<i'4A 


Q5 1 QQQ 


9*400 




<)'41 




9*5ni 

^OU1 






A*XO 770 


9*^09 


rTnw^^pnn*^fiQQn 


ooo 




9*50*4 






114 4.70 


^OUH 




OOO 


40R 1 1 R4 
HUD.. 1 lO*f 


£OUO 


PTnM(^9nn4i pro 


OOD 


477 997R 


9*5 Oft 
^OUO 




^'47 
OO/ 




9*a07 


nxoMrionnviytoon 


^'4ft 
OOO 


11QQ Q905 






oosi 




^ouy 




ohU 


99ft IQf^n 


OQH O 

1 U 




ohi 


OoO..O«fU 


9QH 

^o1 1 




^49 


91 ft >.q9ftfi 


9*319 
£0 1^ 




040 


49D QRQ 


^O lO 


w 1 V^INCI^UUO 1 1 UU 


o*w 


40 41 Q 


OQ14 
^Ol*^ 




O'fO 


1 9QQ 1 n9Q 

i^oy.. 1 o^o 


9*41 R 
C0 13 




0*tD 


Q7R 1R5R 

y f o. . 1 ooo 


9*41 R 
^O 1 O 




OH-/ 


9933 -^9055 


9*417 
£0 1 / 




OHO 


930R 9R90 

£OUu . .£0£U 


931 ft 




'44Q 


50fi 1 94R 

OL/U. . 1 4C*tO 


9*41 Q 




350 


Q5 1150 


9390 




'451 

w3 1 


9355 9A4Q 


9391 
CO& 1 




^459 

05^ 


30R1 3490 

OUO 1 ..OH^U 


9399 




'45<^ 

030 


10Q 9R13 


9393 




'454 

OwH 


904 95*^0 


9*494 


CTONG20061290 


355 


226. .81 9 


2325 


CTONG20062730 


356 


307.. 687 


2326 


CTONG20063770 


357 


108,. 3203 


2327 


CTONG20063930 


358 


250..2700 


2328 


CTONG20065240 


359 


1983..2333 


2329 


CTONG20065680 


360 


2369.. 2797 


2330 
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Table 1 (continued) 



5 



10 



15 



20 



25 



WlUlle IICUlIC 


<%PO in NO of nucleotide 


Position of CDS 


SEO ID NO of Amino at^d 




sequence 




sequence 


Cf ON G20066 110 


361 


122.. 1972 


233T 


fiTON G?00f5ft360 


362 


1136 1876 


2332 


nTONGP0nRQ320 


363 


843 1238 


2333 




WSJ*t 


130 600 


2334 


r!TONG900700Q0 




561 2960 


2335 


rTnNGpnn7n7P 


3Bfi 


43 i 2677 


2336 


pTnwfi9fin7n7fln 


'^R7 




P997 

£ww/ 


f*TOMf59nfi7nQi n 


wDO 


ft7 iaQ7 


P99R 


r'TOMf^pnn7i n^n 


OD9 


1 U < . 1 \J%J 1 


P99Q 


1 VJIM O^cUU / 1 DoU 




1 AQ <^PA1 Q 


P940 




0/ 1 


1 90..^QtO 


P941 


O 1 VJIN O^UU / 


<^79 




P94P 




<*7<* 
0/ 0 


R1 91 AR 

0 1 ..0 1 Ow 


P94.9 




Q7A 
0/ 1- 


1 oo.. 1 ^ 1 1 


P944. 




<17*^ 
0/0 


07CA •i.QOA'^ 


P94R 




*^7R 
0/0 


^ 1 ^^..^OOU 


P94R 




*^77 




P947 


r*TrMvi riQnnT77i5ft 

1 \^i>IV2i^UU / / / DU 


Q7R 


1*517 9170 


994R 

£040 






100 PPPQ 


P94Q 


pTOMrtpnn7Q*;Qn 


oou 


1 4Q 1 ORR 


P9RO 


PTOW f^onn An 1 An 


00 1 


1RQ CRA 
1 99. .000 


P9R1 

£Ow 1 






RAR AQ7 
OOD. .Ov7/ 


P9RP 




ODO 


1 1 9PR 
1 09 . . 1 O^O 


P9R9 
4IODO 


r^TOMi^QfiAO'aQon 
0 1 (Jrvci^uuo09ou 




1 0R 1 AA(\ 


99 R4 




\>DO 


901 RRR 


99 RR 
^ODD 




ODD 


PI 7 7S9 
^ 1 / . . f DO 


99RR 
^ODD 


0 1 L/INoiiUUoO^ 1 U 


QA7 
OD/ 


7RQ 1 A7R 


99 R7 


r*"roM*^oni oo7or\ 


QAO 
000 


10..00U 


9QRA 




OAQ 
OD9 










OiR 1QRF\ 
^ i Q.. 1 


P9RO 


0 1 fbJlNUicUl ODOOU 


O9 1 


900 1R1P 


99R1 
^OD 1 


L/ 1 vJINo^U I D/ fOKJ 




IRQ ilR1 


99 R9 






AQ1 ARR 


99 R9 
^ODO 


0 1 L/iMo^U 1 D040U 




RAO A71 


9QR4 
iCOOf 






1 9Q AQ4 


99RR 


L« 1 wIMO^U 1 Q^OOU 


09D 


1 07R 1 9QQ 


99RR 

£OOD 






1 R4 1 f>RQ 

1 OH.. 1 9U\7 


99 R7 




^QR 


QR 1 APR 


P9RR 






1P46 1fiP3 




^ 1 WIN wl^U 1 f 


4.00 


1..1023 


9370 




A01 


147 797 


P971 

C.O f 1 




40P 


14P9 1flR1 


P97P 






99fi P344 

ww«J. .^wH** 


P373 


CTONG201 79980 


404 


1821. .2210 


2374 


CTONG201 80620 


405 


1556.. 1915 


2375 


CTONG201 80690 


406 


366.. 1442 


2376 


CTONG20181350 


407 


11 67.. 1607 


2377 


CTONG201 83430 


408 


31 9.. 2706 


2378 


CTONG201 83830 


409 


393., 2687 


2379 
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Table 1 (continued) 



5 



10 



15 



20 



25 



oioric name 


QPn in MO of niintAntirip 


nOSIUOn Ol k/UO 


ocw lu iNvj. 01 amino oCiu 




sea ue nee 








din 


1Q7n ^'^'^R 


9'^fin 


w 1 ^INV^I^V^ 1 0*-rOOU 


•f 1 1 


ooq i on4 

OCO,, I^U4 






4.19 

*r 1 41. 




9'^A9 




41 <l 
*f lO' 


91 7n 9fl11 




w 1 Ix/INUI^U 1 DOO / U 


414 


1 Cft i 944 


^oo4 


O i wIMO^l./ 1 0\JsJ^\J 


41*1 


911 91<^R 


9QAR 


1 UflNv3i£U 1 OOOOU 




9ftO All 




Vmt I V./INO^U 1 0oUoU 


417 


9ft7 977^ 


OQQ7 




41 A 


4 yA 1 fta9 


OOQO 


r^T/^M/^Ofti Qf\OQf\ 






ooon 

2ooy 


U 1 VJIMui^U 1 bUOOU 


AOf\ 

H£.\J 


Qjl OAQ9 


2390 


UrlN to^UUl 04/ U 


4^ 1 


OOD OCH 

<:oo..oo 1 


000 4 

2391 


UrlNco^UUl oUUU 


AOO 


4U..ioyb 


oooo 
2392 


U r IN coi^UUidooUU 


4^o 


7do,,1 i34 


2393 


niTMCQonnoin 7n 
Urrvito/iUUiio 1 /^U 


4^4 


OOO 4 70>l 

^oy..i /p4 


2394 




425 


300..2443 


OO AC 

2395 


Ur IN co<iUUo^ooU 


4^o 


oo..yoi 


OO AC 

^oyb 


U rlN t o^UU4o / 1 U 


4^/ 


4 no ooo 

iuo..y^y 


0007 

2397 




4^o 


/ob.. loiU 


oooo 


UrlNto^UUoo'l'UU 


4iiy 


QvlQ 4 c Qy| 


OOOO 




4oU 


9C TOR 

^o../yo 


f\A A A 


U rrM to^UUDo^DU 


4ol 


Oft /I Aft 

^b..4Ub 


O/l A4 

2401 


n CM CQonn70QQn 
Ur IN t:o^UU/^9aU 


40£ 


CO i-ICft 
biC..l lOD 


0>l AO 

2402 


n CM CQonnTQQon 


4oo 


Q77 H 7Qi; 
Of / ..1 /OO 


ovino 
^40o 


nCMCQOAn7«Qyiri 

uriN to^uu/ oo4U 


4o4 


H ft7 OQQ 

lb/ ..oyo 


Ovl AvI 

2404 


ncMCQonnonflfin 


4o0 


4 4 H ftcn 

11 iDby 


0>l AC 

2405 


UriNko^UUoooiU 


4oD 


4 7H CilD 


Oil AC 

2406 


rNCMCCOnftQ/1QOf\ 


4o/ 


107.. 1807 


2407 


c^^nnc^ nnnooort 
rUDtJr 1 UUUU^oU 


4oo 


1 04, .3247 


o>i no 

2408 


cr^ROCi (\e\r\oor\r\ 
rODDr 1 UUU^^UU 


4oy 


AOf\ 700 

4oO../^o^ 


OVi AA 

2409 


rLfDBri UUU4/0U 


440 


o7o..197o 


2410 


C/^RQCOI^ni DAQn 

roDDr^UUl oboU 


441 




Oil 4 4 

2411 


cr^RQConnon/i^ n 


44^ 


ooo ooc 


Oil 4 O 

2412 


c^^nRCOrt^^o^ i h a 
rODDr^UU^ 1 1 1 U 


44o 


4 CO C4 7 

158.. 51 7 


Oil 4 O 

2413 


CPRRC^onoQ/ion 


AAA 
444 


Ry! 4 77Q 

b4..i f /y 


oyl 4 A 
^414 


cr*RRiroftnoQQDo 
rL/DDr^UU^oyoU 


440 


ftO>l H A4 yl 

by4..i U14 


OVI 4 C 

2415 


FriRRP9nn9Q9fln 


44ft 
440 


4 con onoH 


9>l i ft 
^41 0 


PPRRP^no'^^Q'^n 


447 


yu.,40^ 


O/l i 7 
^41 / 


FriRRP9fjn'^<^'^fin 

iwDDr^UUOOOuU 


44fi 
44o 


Q4C 90CQ 


OA \ n 
^41 o 


PP RRPonn<**;4'5n 


440 
44y 


i QC 70C 

iyb../^b 


^41 y 


PPRRP9nn'^'^4Qn 


4l^n 
40U 


1 O 1 ..1 OO/ 


Oil OA 


PHRRP^nn'^fi'^fin 

rwDOrcUUOOOOU 


4C^1 
40 1 




Oil 04 


ppRRConriQftOQn 


43^ 


14bo..1 yUo 


0>l OO 


FCBBF20038950 


453 


648.. 992 


2423 


FCBBF20041380 


454 


61 2.. 21 74 


2424 


FCBBF20043730 


455 


45..>2063 


2425 


FCBBF20054390 


456 


1367..1756 


2426 


FCBBF20056580 


457 


82..>2394 


2427 


FCBBF20059660 


458 


672.. 1226 


2428 
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Table 1 (continued) 



5 



10 



15 



20 



25 



wlOllc iiaillc 


SPO in NO of niiHpotidA 




cpi^ in MO nf flminn oHrl 




sequence 




seG|uence 




459 


1S82 1980 


£H£C7 




460 


116 10P4 

1 1 Wit 1 V4CT 


fcH»3v 


FHRRFPOnyOROO 


461 




^HO 1 


FPRRFPnOTflQ^n 
PwDDi^UU f \JsiO\J 






^HO^ 


Ff^RRF'^nnnnni o 




74 R45^ 


£HOO 


FPRRF'^nnni n^n 






9A'^A 


FpRRF*^noni 1 nn 




OH 1 . .^O 1 ^O 


C.HOO 


Pf^RRP'^nnoi 1 


*rOu 


ICV9.« 1 DO 1 


^A^IR 

^HOD 


rODDrOUUU^t /U 


4R7 


Q1Q Q07 

o 1 y..y^/ 


OA'?7 




AfiQ 


1 IO..*fUOD 


^HOO 


rUDDroUUU^ooU 


AfiO 




OAQQ 


rLFDDroUUUoD 1 U 


A7f\ 


1 u 1 o..^ui y 


OAAO 
t44U 


r DD rOUUU*l-04U 


A71 
**i 1 






cr'RRCQnnoyiT'aA 




0DO..1 \Je,f 


OAAO 


cr* RR ETQnnnR i on 
rODDroUUUDi oU 




I00..it/O'f 




cr^ R R CQ r\nf>K Q R n 
rUDoroUUUOobU 


AfA 




4C444 


cr*RRCQnnrt<;t;rto 

rL/DDroUUUOOUU 


*f /O 


1 . .^*f yn 


^440 


rwDDroUUiy I*K/ 




Ar\ OQ7Q 


t440 


roDDroUU 1 y 1 oU 


A77 
«+/ / 


1 AC\ 1 fiRQ 


OA A 7 


rODDiOUUI 


47fl 


1^ iH..^^Dy 


OAAA 




*f / o 


Ro i Q7q 
QO.. 1 y r o 


OAAO 


pr^RRPQnnooRon 


/too 


1 OUO..^HOU 


OARrt 
^40U 


pr^RRpQnnoRKQH 


HO 1 


1 7n 070K 


OAK1 
t40 1 


pr^RRPQnnoooi^n 






OA CO 


PORRDQOrtQKKTn 






^400 


pr^RRpQnn/iof?i n 




OO., 1 


OAK A 
^404 


pr^RRpQnDAn^on 


'too 


1 AA 1 OO A 


OARR 


rUDDroUUoooUU 


A fits 


CO OHQO 


0>1 Cft 
^40D 


pr^RRpQnf^CftQQn 




HnOQ HA1K 


oylC7 
^4i3/ 






l^O.. 1 Udo 


^400 


pr'RRPQnnAQoon 


AAQ 




OA CO 


pr^RRCQonfSQOi n 
rUDDroUUDo^l U 


AQA 


ci o7eo 


^4ou 


pr'RRpQonTi cnn 


AQ1 

4y 1 


..>^oyo 


^40l 


PORRPQnrt70yi>in 


AOO 

4y^ 


OAQR OQAR 
^H>00..4CODO 




PORRP<i0070/lfin 


*fyo 


^0U^..>OUO/ 


^4 DO 


pr^RRP'^nnTAf^QH 


*fy*f 


1 vO 1 . . 1 '\OC. 


OARA 
t404 






RAD 


OARR 
£4DO 




*f!JD 


1 AR ARn 


OARR 


PPRRF'^nnyR'^i n 


4.Q7 


AO 1 nn7 

H^.. 1 UU/ 


0AR7 


PPRRP*^nn7RRnn 


*f5fO 


1 1 o.. 1 oyy 


OARA 


FPRRP*^nn7Q77n 




CQO 0777 


OARQ 


FPRRF'^ 00^07*^0 


'^^n 


CA AR7 
OH. .HO/ 


0A7n 


FPRRF'^nnfti nnn 


OU 1 


COR QOA 


fc4/ 1 


FCBBF30085560 


502 


60..1919 


2472 


FCBBF30088700 


503 


39..>3015 


2473 


FCBBF30089380 


504 


8.. 2701 


2474 


FCBBF30091010 


505 


172..>3465 


2475 


FCBBF30091520 


506 


56.,2284 


2476 


FCBBF30093170 


507 


974.. 1628 


2477 
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Table 1 (continued) 



5 



10 



15 



20 



25 



oione ncuTie 


ocu lu (ML/. OT nucieoiiue 


Doeition of (^I^C 


obvj lu inu. OT amino acio 












ouo 


fiA i AAO 


OA 70 - - - 






^yo9..o^oo 


OA7Q 
^4/9 




oiu 


l^O/ .. I DOD 


O/IQA 

^4oU 


PPRRP'^m fsnioci 


on 


Q OQAR 
O..^OUO 


0>t 0 4 

^4o1 


PPRRPQOI (\nAi n 


Ol£ 


1 1 1 ..lo/4 


OA QO 

24o2 


PPRRPQrtH OAf^ 


oio 


HOAC OOOO 


0>l OO 


pr'RRPQrn ni Qfin 


014 


QQAO ^AA^O 

ooU4i..>44 lo 


ox o>i 
2484 


rODDroU 1 uoUou 


oio 


9/0..100D 


ox oc 
2485 


rODDroUl Uo44U 


OlD 


HOC A f^nAn 

1354.. 2040 


2486 


rODDroUl UoobU 


517 


QCC wOCOil 

355..>2524 


2487 


rODDroUi UD90U 


518 


4 AO nAA 

192.. 944 


2488 


rUDDroO 10/ iiyU 


019 


1002. .1610 


2489 


rODbroOi 0/ooQ 


coo 

520 


"700 4 m4 

703.. 1071 


2490 


rCoDroO 1 1 4i 80 


521 


1 777.-2289 


2491 


rCBDroOn 4oo0 


coo 

522 


700 4 COO 

769.. 1503 


2492 


C^DDCOnAA COOA 

rUDDhoO 1 1 o^oU 


coo 

523 


41 7.. 755 


2493 


c^*DDCoA^^ caoa 
rLrDDroU 1 1 oy^U 


COil 

524 


C il O 4 OOO 

543.. 1802 


2494 


rODDroUll oD/U 


525 


OA4 0007 

891,. 2807 


2495 


rODDroUn 009U 


o2b 


1o4..>/;boO 


2496 


C^CSDCOAH OCvf CA 


C07 

527 


e*7 4 AOO 

67.. 1926 


2497 


Cr^BDCrOAH ORQOA 


coo 
526 


4 oc e^A 
185.. 670 


2498 


rUDDhoU 1 ^o4^U 


coo 

529 


4 04 OO 

1789. .21 30 


2499 




COA 

530 


4 OA 4 OOC 

184.. 1236 


2500 




531 


4 4 itO 4 O'VA 

11 49.. 1874 


2501 


CrODD^OA4 O ACO A 


coo 

532 


4 CO 04 OO 

156.. 21 23 


2502 


C/~^DDCQA4 QOACA 

rUDDroU f o^UoU 


coo 
533 


74 O 4 OCil 

71 8.. 1854 


2503 


rCBBroO 1 o2dd0 


CO Jl 

534 


OO 4 0C4 

86.. 1051 


2504 


rUbbroO 1 oOo9U 


coc 

535 


04 A ^ f%A OO 

2l4..>2483 


2505 


rUbbroU 1 oo^oO 


coc 

536 


f\ A oooa 

24.. 3338 


2506 


rObbroOi 38000 


CO"7 

537 


646., 2901 


2507 


rUDbroO 1 42290 


coo 

538 


07O 4 0CO 

679.. 1662 


2508 


rObbroUl 4oooU 


coo 

539 


111 ..3191 


2509 


robbroO 1 4ob/0 


C>IO 

540 


4 COO 4 OOO 

1533.. 1880 


2510 


rUBbroO 1 0 1 1 90 


541 


O'Vil 4 04O 

974.. 131 2 


2611 




042 


4 a OOAT 


2512 


Cr^ROCQAi CT07A 


RAO 

O4o 


OA OO AO 

84..>3303 


2513 


rODbroUloi /oO 


CAA 

544 


04 OCA 

21 ..659 


oc 4 A 

2514 


rODDroUl OH-o r U 


CAR 
040 


Ce4 OAQC 

ob1 ..oOoo 


oc 4 C 

^515 


PPRRPQfH fsROOn 


040 


^ 7fl ylQQ 
1 /0..400 


oc 4 C 

do I b 




RAT 
04/ 


44 e QA^ 

11b. .901 


OC 4 7 

251 7 




RAQ 

04o 


4 AO >IA7 

10^. .40/ 


oc 4 O 

2518 


Pr'RRPQAI 7A71 A 


RAQ 

049 




oc 4 A 

251 9 


Pr'RRCQAi OQA 


CCA 

000 


4 70C OOC4 

1 /OD..^ob1 


OCO A 

2520 


FCBBF301 72330 


651 


2497..2952 


2621 


FCBBF301 73960 


552 


106..>3530 


2522 


FCBBF301 76350 


553 


2..721 


2523 


FCBBF301 77290 


554 


378.. 923 


2624 


FCBBF30179180 


555 


2382..>3452 


2525 


FCBBF301 79740 


556 


299.,721 


2526 
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Table 1 (continued) 



5 



10 



15 



20 



25 



wiune naifie 


OCVJ IL^ IN^. oi nucicuiiui? 


PftcHinn nf HD^ 


QPO in MO of aminA a^iH 








sequence 


FODDi OU 1 O 1 / OU 


(^R7 










RQA 1 0(^7 

090.. 1 \>%>i 


0R9A 






y.. 1 yo^ 


OROQ 

^o^y 


pr^RRP'^ni Q(\RQn 




1 O.. 1 oo^ 




pr^RRp^m Q(^7nn 

rODOrOUl <70/UU 


OD 1 




^OO 1 


Cr'RRPQOI Q70>I0 
rLrDDrOUl y / OM-U 






OCQO 


cr*nRP*ani oqato 


ODO 




^Ooo 


rUDDroU^Ui ooU 


O04 


l4Uf ..^Ob 1 


^bo4 


Cr^DDCOrtOH OOH ft 


obo 


1 bby..^ou^ 


OCQC 


Cr^DDCOftOH ROVlft 


obb 


ffA A CO A 

/ /4..1bob 


^oob 




bbf 


i4oi ..^UUb 


0C07 




ooo 


11 / ..bi4 


^5oo 


C^QDCQftOOQ < i ft 

r ODbr oU^o 11 U 


oby 


b4/ ♦.lliiy 


^bjy 


CODDCanooQO^ ft 


C*7ft 


AAA OQA 

l4 1 ..boU 


OCil A 

2540 


ETI^DDCQftOOROQft 

rUDDroUc^ioyoU 


O/ 1 


ibb.. lybb 


2541 




572 


"7ft A CO 


oc>io 
2542 


C/^DDCTOftOQftC^ ft 


9/0 


ftft AAf\ 

9y..44U 


254o 


C^DDCQftOOfifiTft 

rUDDroU^oooAU 


0/4 


H QQQ 07H Q 

iooy..^/iy 


2b44 


CT*nQC5ftOCftQDft 


O/O 


l4..^0 14 


OC/IC 

2o4o 




o/b 


07 •s.OVlDft 

^/ ..>4£4oU 


OC>1<5 

254b 




K77 




254/ 


Cr^DQCOftOCftftCft 


R7Q 


H f\A i Cftft 

1 U4.. ibUU 


254o 


C/^C3DCQftOCftOH ft 


C7Q 


H < C ^0>^Q^ 

llO..>^4y4 


254y 




COft 


^o..biy 


2550 


C/^DQ COftOCOftOft 


ool 


COC Oftft 


OCC 4 

2551 


C/^C3DCOftOCCC<l ft 

rUoDroU^bbo 1 U 




AAC 0070 

44b..oo/o 


occo 
2552 


CODDC«3ft07< Oftft 


COO 

Ooo 


4 07 4 7ft>l 

1 o7. . 1 704 


occo 
255o 


rCDDro0275o9U 


oo4 


5 1 ..>2374 


2554 


C/^DOCOftOQOftOft 


bob 


H OO H 70H 

l^O.. 1 / £.\ 


occc 
2555 


C/^DDCOftOOCftOft 


bob 




occc 
2556 


rCDDro02o7940 


COT 

587 


1 bob.. 2079 


2557 


C/^ODCil ftftftftCH ft 


COD 

5oo 


oob..no 1 


occo 
255o 


ir/^DDir>iftftftH ftoft 


bo9 


"7CO 4 ftOO 


OCCA 

2559 


Cl^ DE3 Clil Aft ftC Aftft 


byu 


C7 >i>ie 
bA..44b 


OCCA 

25 bO 


pr*RRPKftnftftii 1 ft 


oyi 


QQft H OCC 

you.. i^OD 


25D1 


pr*RRP<;rtr>ftftf?H ft 


coo 


QQQ AQ7 

OOO,. by / 


OCftO 

^bb^ 


rODDroUUUI DOU 


byo 


ceo iQiR 

bb^.. loib 




Pr* R R PKftft ft*? dOft 


oy4 


1 07 QO^ 


^Ob4 


pr^RRPKrinn^oKft 


oyo 


^ lO0..^O4O 


^ooo 


r C D nA£ UUUOU4U 


oyb 


^yb..^i uu 


OR ft ft 

^bbb 


P P R R A OftrtftTQOft 
r t D ri Ail UUU o<cU 


oy/ 


i ftft con 
1 bu..byu 


o*;ft7 
^bb/ 


ppRRAonm flftTrt 


oyo 


1 U.A A ft77 


ORftn 
^ooo 


PPRDAOftftOAfiOft 


coo 
oyy 


4 OQ H OQO 

1 Uo.. loob 


^bby 


FEBRA20027070 


600 


663.. 1736 


2570 


FEBRA20029620 


601 


565.. 1206 


2571 


FEBRA20031000 


602 


380..2551 


2572 


FEBRA20031150 


603 


2925., 3293 


2573 


FEBRA20031280 


604 


362.. 31 24 


2574 


FEBRA20031810 


605 


1093..1456 


2575 
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Table 1 (continued) 



5 



10 



15 



20 



25 





<^PO in NO nf nurteotide 








sequence 




sequence 






P607 ^P1S 


9576 




607 


74.. 826 


2577 


FFRRAPOO'^ftPPO 


608 


157 1305 


2578 


FFRRAPnn'^R'^'^n 

rcDrirv^uuoooou 




1fi1P PP^*^ 


95 7Q 




D 1 U 


1P7Q Pflll 


95nn 


FFRRApnn'^Qnyn 


611 


Q67 1575 


9561 


FFRRApnn'^Qpfin 


61 P 


9^ 6A5 


P5ftP 


ppRRApnn^npQO 


61 


ififto 9076 
1 DOO. .4lUf O 


£000 


cFRDAonn^noRn 

r C D nMiCUUH'Ut OU 




P44 561 


9AA4 


r t DriAJt uu*f u^y u 


D10 


i4Qa PQQfl 


9AAA 
^OOO 




A1 A 


711 14QA 


£OOD 


ccRQAonrv/iKQfln 

rCDriM^UU'fOOOU 


Dl f 


R1 <)QQ 


9 A 07 




Did 


1 OR pnftp 


9AAA 


r t DrlAitUU*frDtoU 


Diy 


CQA ini7 
Dyf..iui / 


OAAQ 

^ooy 


r t D riAilUU'f DO 1 U 




DOy..^4£OD 


9AQn 

^oyu 


rtDnAiiUUo/ Ul U 




7C7 i H n7 
/O/ ..llU/ 


^oyi 


r t DnMiiUUOo / £U 




i H Q i Q7Q 


OA 00 

^oy^ 


r CI DriAcUU f Q^UU 




QrtQ Ann 


9AOQ 

^oyo 


rtDriMiiUU/o 1 ou 




1517 1ARR 
10 I /..I 000 


9 A 04 








OAQA 

^oyo 


r cDnAicUUoUDDU 




AAA 941 Q 


OAQA 




ft07 


H il i 7QO 

1 1 1 /yo 


OAQ7 

^loy / 


ppRQAonnsQAi n 
r t DnMiiUUoo*n u 




1 1 Dy..iooi 


OAQA 




D^y 


OAfl 1 909 

000.. l^U^ 


OAQO 

^oyy 


rtDriMiiUUODDUu 


oou 


A7n iAr\7 


^:duu 


rcDnM^UUo/ oou 


D0 1 


i14n ifi14 
1 1 *fU.. 1 01 H 


OAOi 




DO£ 


OIO..0IO 




r CDnAiiUUtioo 1 U 


COO 
DOO 


loUc..^U4Cl 


ocno 
^bUo 


r cDnAiiUijyu 1 bu 


AO/I 
Do4 


H 7QO 


QAnyl 
^bU4 


r c D nMiiUU y U^^U 


DoO 


1 UO..^^/ 1 


OAHA 

^buo 


rcDrlMisUUy 1 D^U 


DOD 


1 A90 i Q'^A 

lo^c.i yoo 


OAHA 
^DUD 


r t D riAidUU y^ / dU 


Do/ 


AQA 1 Q< 7 

oy**.. 101 / 


ORn7 


CCRO AonnQQ07n 
r c DriAicUU y o^: / U 


Doo 


09nA 9Kn7 
£:^UO..^OU/ 


OAHA 


r t D^lM^£Ullyo£OU 


COO 

Doy 


£.1 D0..^4o0 


^buy 


pcQD AonoQi^Ai n 
rcDnMiiuuyoH- lu 


dh-u 


PA7 A47 


9A1 O 
^D 1 U 


ppRRAonnQAnAfi 
rcDnM^uuyou^u 


RA1 


*fo..*foy 


9A11 
1 1 


PFRRAPnnQQRftn 


R4.P 


55 57^^ 
00.. 0/0 


9A19 
^D 1 ^ 


FFRRApm m 41 n 


0*iO 


0^0. . / *+U 


9A1 
£.0 1 0 


FFRRApni oftnpn 


OH*? 


1 61 4QP 


9614 


PFRRAPm nRRRD 


0*fO 


549 oni 
oH^..yu 1 


9A15 
£D 1 0 


FFRRApniif;Q^n 


6A6 

OHO 


56 1 4Q4 


Pfi1 6 


FFRRAPm 1 fifi^n 


647 


176 57*^ 


Pfi17 


FFRRApm P1 pnn 


64.fi 

OHO 


Q7P 1 4Qn 

£// 1 Hv7U 


961 6 
^0 1 0 


FEBRA20121950 


649 


1217..1723 


2619 


FEBRA20141980 


650 


644.. 955 


2620 


FEBRA201 50420 


651 


314..3124 


2621 


FEBRA20151750 


652 


52..>2299 


2622 


FEBRA201 63980 


653 


93.. 1223 


2623 


FEBRA201 70240 


654 


3B5..1632 


2624 
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Table 1 (continued) 



5 



10 



15 



20 



25 





5^FO in NO of nucleotide 


Position of ens 


SPO ID NO of flminn ooirl 




sequence 




seauence 


FFBRA201 72230 


655 


377 1363 


CO£9 


FEBRA201 73330 


656 


462 2378 


2626 


FFRRA201 7fi0?0 


fiS7 


2040 2438 






U«JO 


R9 R9n 

D^..O^U 


9R9A 

^DcO 


FFRRAPftI 77ft00 




1Q1A 22ftQ 


9R9Q 


FFRRAPm ftO*^1 0 




qcn QQQ 

oou. .009 


^DOU 


FFRRA9ni fl90'^n 


OO 1 


o*t 1 ♦ . / *to 


^DO 1 


FP RRA9ni A7AftO 


00£ 


oyo.. / OD 


9R99 
^DOic 


r CDrlMiiU 1 y 1 /^u 


DDO 


*H / ..OOO 


9RQ*a 
^DOO 


nOriiJIN lUUUUiOU 


titiA 


H Q7 ft7n 


9AQi1 
^D04 


nunvJiMi uuui DDU 


OOO 


yio..iooo 


£DoO 


i-i i-i Pi M o nr» fl 70 


ODD 


44^.. lOO/ 


^DoD 


i-i wo MonnnoRRO 
n Lf n\J r>i<::uuu^DOU 


ODf 


A 7QO 


9RQ7 




DDO 


iDy.. I*l0/ 


^Doo 


nonvJiN^uu 1 oUDU 


DDs 


COO H OQC 

o^y.. 1 yyo 


^Doy 


n tAri 1 1 UUu 1 4iiU 


D/U 


4..14/D 


Oft/IO 


nCMrl 1 1 UUUl 'foU 


D/ 1 


1RQ 1191 


9R>11 
^D*H 


i-i p A nT9nnnQf%on 


D/^ 


ioDy..i yoo 


9RA9 


HFART^rtni Q*^i n 

n CMri 1 ^UU 1 570 1 U 


D/ O 


'(•f .. 1 oyo 


9RAQ 


M P A tiTont\ooo(\n 
n cMn 1 ^uu^^^uu 


ft7A 
D/*f 


1 1 .. lO/O 




M P ART9nrkQi Afln 
n cMn 1 1 oou 


D/0 


i o^Q Q0 1 n 

1 UO0..OU 1 o 


9RAR 
^D40 


H P A DTOnnil7ftilO 


A7A 


oyo..^yu4 


^D4D 


n cAri 1 cUUDo 1 uu 


*577 
O/ / 


101 ..o^D 


9ft^7 
^D4/ 


1-1 p A PTonnnoK7n 


D/ O 


ID.. lU^^ 


4:D*IO 


nnuno 1 UUU 1 1 ^u 


A7Q 
D/ 9 


Cfift i109 
0U0..11 U^ 


^D4y 


n n o^uuo i oou 


Ann 

DDU 


91 il99 


OA CO 
^DOU 


nnuro^uuoi ^ou 


D0 1 


i Q9 91 Qf; 


9RC1 
^DOl 




Do^ 


1 CO AOQ 

1 oU..dUo 


OA CO 


nnur^OfcUuocy /u 


DOO 


1/1/iC 1771 


9 A CO 
^DOO 


WNnDPonnflQi An 


Do4 


91 A •s^9AQQ 


9AC>I 
^D04 




DOO 


iC7 lOlfi 
10/ ..101 0 


9ACC 
^;D00 


ui 1 iMi^onnnooftn 


DOD 


IU0O..I OOD 


OACA 


m 1 iMrsonnnQKKn 


Aa7 
DOr 


1 ft ftC7 
1 D..DO/ 


OAC7 
^DO/ 


nLUINui^UUi UioU 


fiflQ 
Doo 


1000 ivion 


OACO 


riLUIN^J^UU 1 I^DU 


DDo 


1 QC A7Q 


OACO 

^ooy 


nuuiNci^uui i*f*fu 


Dyu 


00*5 1907 
DUO.. 1 ^U/ 


ORRO 

' ^DDu 


HI 1 iMf^9nniiARn 


D«7 1 


A'^ i Cn7 
*fO.. lOOr 


9RR1 
^DDl 


nLUINO^UU 1 ^ 1 HU 


D9^ 


1 ftft con 


9RR9 


HI MM(^9nniA^Qn 


D90 


1 U IO..>^^H' 1 


9RRO 
ilDDO 


HI iJNf59nni'^n7n 


09H 


977 1 OAR 


9RRA 
^DD4 


HI 1 iNr;9nni (%iRn 
riLUiNd^uu 1 o 1 ou 


oyo 


ARA 1 0OA 
4DO.. 1 DUO 


9RRC 
^DDO 


HI iiNr59nn9n«^nn 




1 c.<jc... 1 DO/ 


9RRR 


HI 1 iM^9nn9nRf^n 
nu^iMo^uu^uoou 


RQ7 
D9r 


no9 1 1 7Q 

ou^.. 1 1 / y 


9RR7 
^DD/ 


HLUNG20021450 


698 


753..1109 


2668 


HLUNG20023030 


699 


2466.. 2855 


2669 


HLUNG20024050 


700 


651.. 1568 


2670 


HLUNG20025620 


701 


1424..1765 


2671 


HLUNG20028110 


702 


164.. 1996 


2672 


HLUNG20029420 


703 


160.. 774 


2673 
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Table 1 (continued) 



5 



10 



15 



20 



25 



Clone Dfime 


ceo ir^ Kir\ r\i mirklAAtiHA 

ocu lu NU. OT nuciGoilue 


r OS III on OT wUo 


ocu lu inu. OT anriino acia 








com lOAAA 




7f\A 


i QIC RftQ 
loo. .ODO 




uii 1 iMf^onnQHyf on 


f 00 


44 A 4 AHA 

1 1 D..1 yuo 


007C 


ui 1 iMr^onnQrtyiQn 


/OD 


CCQ 4 CAQ 




nLUNci20Uo0ol U 


707 


no A 4 A cc 

920.. l4o5 


2677 


nLUNCa2U0o 1 620 


708 


CnA 4 ACQ 

604.. i03o 


2678 


ti LU IMo^UUo^4bU 


709 


OA 4 coo 


OC7A 

2679 


HLUNGZOOooOdO 


74 A 

7i0 


4 AOC A007 

10oo..>22o7 


2680 


H LUNG2003331 0 


74 4 

71 1 


4 44 A 4 ee>i 

1319.. 1654 


2681 


HLUNG20033350 


712 


4/\or nnr\c 

1035..>2205 


2682 


HLUNG20034970 


74 O 

713 


1046.. 1747 


2683 


H LUNG200371 40 


74 A 

714 


1342.. 1698 


2684 


LJI 1 IK 

HLUNG200371 60 


74 C 

715 


1704. .3152 


2685 


HLUNG20037780 


716. 


11 90.. 1855 


2686 


HLUNG2003B330 


717 


Ann A nn A 

433.. 1284 


2687 


HLUNG20041540 


718 


199.. 1642 


2688 


HLUNG20041590 


719 


130..>2341 


2689 


HLUNG20042730 


720 


160.. 1484 


2690 


H LUNG20045340 


70 4 

721 


189.. 608 


2691 


HLUNG20047070 


722 


4 A 4 /\ 4 ^70 

1310. .1672 


2692 


HLUNG20050760 


723 


4040 0440 

1813. .2118 


2693 


H LUNG2005 1 330 


7 Ail 

724 


55..>282i 


2694 


HLUNG20052300 


725 


88.. 1008 


2695 


HLUNG20054790 


726 


4 4 4 n MP ii n 

141 8.. 2548 


2696 


III 1 IKI^AAACCOil A 

HLUNG20055240 


727 


204.. 554 


2697 


H LU NG20056560 


728 


6. .512 


2698 


H LU NG20057380 


729 


303.. 788 


2699 


HLUNG20059240 


730 


1529.. 1870 


2700 


HLUNG20060670 


731 


753.. 1517 


2701 


H LU NG20063700 


732 


Anc^ 4Mnp 

1356.. 1685 


2702 


1 II 1 1 k 1/^ 

HLUNG20066700 


733 


90.. 911 


2703 


1 11 1 IK I^^AAA^P A 

HLUNG20065990 


734 


o ii ii 4 on 4 

344,. 1231 


2704 


HLUNG20067810 


735 


178.. 639 


2705 


HLUNG20068120 


736 


853.. 1281 


2706 


1 II 1 IK I^N p y% 

HLUNG20069350 


737 


4 /\n 4 #%^4 

198.. 1871 


2707 


nLUNG20u7041 0 


7AO 

738 


A'^ A r\nr\ 

474.. 929 


2708 


1 1 1 1 IKI/^OAA^O-l AA 

nLUNG200721 00 


TO A 

739 


4 4 07n 

164.. 1879 


2709 


HLUNG20072190 


740 


4 00>l 4 700 

1394.. 1723 


2710 


LJI i IM^0AA"70>ICA 


TA 4 
741 


4 07 A CO 

127.. 468 


074 4 

2711 


MLUlM 020074330 


•yA o 

742 


4 OA 4 4 A7£} 

1621..>1976 


2712 


1 II 1 IKI^OAA^AO^A 

nLUNG200793i 0 


743 


4 jfn4 onco 

1484.. 2050 


2713 


UI 1 IMr^OAAQ^O 

nLUINLi^UUolo 


taa 
744 


4 OO 4 A4 A 

123.. 1910 


074 A 

2714 


LJI 1 IM/^OAAOH COA 


TAC 

745 


4 04 O 4 OO A 

1218. .1889 


074 C 

2715 


LJI 1 IKIOOAAOOOCA 


-WA C 

746 


A 4 O A4 AA 

313. .21 09 


A7 4 O 

2716 


HLUNG20083330 


747 


770.. 11 38 


2717 


HLUNG20083480 


748 


183.. 1895 


2718 


HLUNG20083840 


749 


1389..1811 


2719 


HLUNG20083960 


750 


1214.. 1630 


2720 


HLUNG20084790 


751 


1185..1745 


2721 


HLUNG20085210 


752 


138.. 779 


2722 
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Table 1 (continued) 



5 



10 



is 



20 



25 



wions ncUTie 


^PO in NO nf niirlAAtlrip 


PAQltlAn Af (^ni^ 


Cpo in KIO Af fliTtlnn aAirl 




sequence 




sequence 






1321 163*5 

1 w£ 1 • • 1 Uww 


£/ £w 




754 


224., 577 


?7?4 


HI 1 iMf^pnnQ'^n'^n 


/ WW 


183fi ?P4fi 




HI 1 iMf^^rinoAi ^in 


r wO 


P1PQ 

^ 1 ^0..4lwwH 


^/ ^D 




7*>7 

/ wf 


1Q7 fini 


9797 
£/ ^/ 


k'tnw P9nni ft^Rn 


/ wO 


O 1 . / OO 


979ft 


1 HM POftriO/iQnn 




ini7 -^1004 


970Q 
^/ ^0 


l\l UlN C^UUc / ciDll 


f DU 


0£0.. 1 OO 1 


^/OU 




/D 1 


1 .. 1 ouu 




t\IUINci^UUo 11 /U 




IOOD..^444 


07Q0 


t\ 1 U IN t^UUoo 1 OU 


/DO 


O0O..lO4^ 


0701 


l\ 1 U In t <i U U oo b^U 


/D4 


^ lb.. 114^ 


^/o4 


l\l UIN t^UUc>4UoU 


/DO 


OQ 1 K70 


07QC 
^/OO 




/Db 


OHO OOft 

olo..o^b 


^/ob 


r\ 1 U IN b^UUo4 / oU 


7ft7 

/b/ 


CQA OCIH 


0707 
^/O/ 


MUIN b2U0o4oUU 


/bo 


o..oo^ 


0700 


MUIN t^UUoOH^JU 


/bo 


ib^.. 1 oi O 


07QQ 


tvl UIN c^UUc5oddU 


77A 
/ / U 


OA-i 7AA 

o4l ../UU 


07ilA 


r\IUN b/iUUDb9 / U 


771 

/ / I 


O AO ftyl ft 

^U^-.O^^D 


07/1 1 

^/4l 


l\l UN b^UUo /ooU 


770 


ftftfi i AAQ 

bbo.. lUUo 


0*7 >IO 


l\l UIN biiUUoo^4U 


770 
/ /O 


HAH Hi QC 
lUl .. IIOO 


^/4o 


r\IUINb^UU090/U 


77^ 
/ /4 




07/1 >1 

ic:/44 


l\IUINc^UU9l \j^\J 


77C 
/ /O 


070 ft7A 


07/lft 

^/40 


l\l UIN C^UUoH^DU 


77ft 
/ /O 


HOC A^O 


^/4b 


MUIN b^UUy4D / U 


777 
(If 


QQ7 OOQO 
OO / ..^^O^ 


07/I7 


IXlUIN c^UUaOOoU 


77D 
/ /O 


H K7Q x.Hft7Q 

lO/o..>1o/o 




i\IUIN b^Ui oo4dU 


770 

/ / y 


OH A •wHRCft 

^ iU..>ioob 


^/4y 


f\IUN b^U 1 ooooU 


7QA 
/OU 


/4o.. 1 Uo/ 


o"7cn 
<:/oO 


r\ 1 U IN biiO 1 o4 1 oU 


701 
/Ol 


1 fH,.f\3/ 


^/O 1 


l^l^^MCOA^ o>ioqa 
l\IUN b^Ul o4oyU 


7flO 
/0£ 


oo4..o^o 


07C0 


MUlNb^Ul o/o 1 U 


70^ 
/OO 


QAvl fi7ft 

oU4..o/b 


^/ 00 


MUIN cdyji oo4oU 


/o4 


/too QOQ 


^/04 


L^iPlKi COAH yl AD7A 

MUlNb^ui 4Uo/U 


70C 

/ OO 


7CA ■x.OOAft 


07CC 




/ob 


H OQ7 H QOO 

I00/..1 OO^ 


07 ft A 

^/ob 


MUINb^Ul4l /UU 


7Q7 
/ O/ 


H QOC OOQft 


07C7 
^/O/ 


IXlUiNCilUl 4^DOU 


7ft O 
/ OO 


7Qft 1 OQQ 
/ oD..1^00 


ic/Oo 


l\IUlNC^U1 H^sf\J\J 


7flO 
/OO 


7ftA 


o7*;q 




/oU 


QOO •« ^CO 
00^.. 1 '^OC. 


^/ DU 


klHMP^ni 471 7n 


7Q1 

/ O 1 


mi 7 140*^ 

\\J \ 1 ,,\ HoO 


97R1 
^/ D 1 


INfUIN C^U 1 HO\JO\J 


7QO 


1 fiQ7 1 R7«5 
1 Uo / .. 1 D/O 


07ft0 




7QQ 
/ oO 


Oft7 1 Q7n 
cJot .. 1 0/U 


07ftQ 
^/ DO 


rxiLJiNc^ui OU/ ou 


704 


1 D/ 1 ..1 00 1 




r\l L^iM CcU 1 O^^t^U 


7QR 
/ oO 


0.. IO*fD 


^/ DO 


KIDNE201 54330 


796 


422. .271 3 


2766 


KIDNE201 54830 


797 


1588.. 1923 


2767 


KIDNE201 55980 


798 


1164..1595 


2768 


KIDNE201 57100 


799 


90.. 1286 


2769 


KIDNE201 60360 


800 


413..2692 


2770 


KIDNE201 60960 


801 


ia.534 


2771 
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Table 1 (continued) 



5 



10 



15 



25 



35 



45 



55 



wiune naiTic 


QPr^ ID MO Af niiolAAtiHA 




RFO in NO of flmino Aciri 




sequence 




sequence 


l\IUINCcU 1 DO/ lU 




1 \J\J\Jtt 1 9 / «J 


2772 






68.. 2341 


2773 




ov/t 




2774 


t\IUrMt:^U1 / U4UU 


fine; 

OUw 


cq7 oiQO 






finfi 


1 n<^p 

9 1 • . 1 U%J£ 


P77R 




0\Jf 


i<^R 12QR 


9777 


rMUiMc^U 1 /DUOU 


ouo 


P41R Pfl7Q 


P77R 


IVlUINc^U 1 o1 Of U 




i An R.RQ 


97 7Q 


i/'inMConi DOC/in 


olU 


1 00. . 1 / HO 


97Rn 
^/ OU 


KlUlNb^U 1 obi / U 


oil 


AO 7AA 
00../ 40 


97 A 1 
^/ 0 1 


rvlUINb^Ui ooDoU 




01 y..9^D 
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l*l-/0 


c\J \ ..1 /UD 


144A 


XCCXIOAAC^KQA 
1 bo 1 l£UUD400U 


1*1/ y 


CO 07Q7 


144Q 


1 CO 1 I^UUO^OOU 


1 'tOu 


qco OC40 
000. ■tcO't^ 


o*+ov,/ 


XCOXIOAAC/IQQA 

1 CO 1 I^UUd499U 


14ol 


7QQ 1 OQ A 

/oo.. i^yu 


14«^1 


TESTI20065650 


1482 


374..1609 


3452 


TESTI20066160 


1483 


98.. 2473 


3453 


TESTI20066170 


1484 


143.. 1309 


3454 


TESTI20066280 


1485 


100.. 879 


3455 


TESTI20066330 


1486 


26.. 1528 


3456 


TESTI20066590 


1487 


306..740 


3457 
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Table 1 (continued) 





QCO in MO nf niir'lantiHo 


pAQltiAA Af r^HQ 


ocU lU inu. Or amino aciQ 




OWIUwI Iww 








1 hoo 


*T 1 9. . 1 OD^ 


O40o 






040 1 Ayq 


o4oy 




^AQ^ 


i 9O. . 1 00/ 


O40U 


TF QT\0nCiR7ARn 
1 uo 1 l^UyJOfHOKJ 


i*fy 1 


4 07 1 7CQ 


o4b 1 


TF QTi9nnfift'?'?n 




7QH i QCQ 


o40^ 


TF QTi9nr>ftA7Qn 


i^yo 


1 uoo..> 1 / 00 


o4bo 


TF QTionn^%OQ/iri 

1 Co 1 i^UUOOi74U 




bb..> lob/ 


3464 


TC QTi onnTHAftn 


i4yo 


i yl7 00 AA 


3465 


\ Co 1 I^UU/Uf 4U 


H AQti 


7y|Q 4 ylQA 
/4o.. l4c5U 


3466 


1 Co 1 I^UU/ 1 loU 


^ yIQ7 

i4y/ 


AA>I 4 700 

224..i73o 


3467 


TCQTlOrtATi ft<lA 
1 Co 1 I^UU/ 1 DoU 


A AQQ 


OQ 707 


o>ieo 
3468 


1 CO 1 I^UU/o4DU 


< A A A 

i4yy 


n7 H CO/1 

y/.. ibo4 


3469 


1 CO 1 I^UU/0^4U 


loUU 


2by..1ooD 


3470 


1 CO 1 I^UU/DO/U 


lOUl 


coo 4 4 4 A 


0 >l *74 

3471 


TCOXIOAATCQOA 


4 CAO 


yo..oOD 


3472 


TC OTIO A A7ftAe A 

1 to 1 i^uo/yubu 


1503 


105.. 2096 


3473 


TC CTIO A A7000A 


1&U4 


CA OOCO 

b4..2^b^i 


3474 


TC CXIOA A7QQO A 
1 CO 1 I^UU/9ijoU 


4 CAC 


d2..1o00 


3475 


TC CTIOA AQ A>t CA 


lOUb 


4 >IC!0 4 707 

i4oo..T /Of 


3476 


TCCTIOAAOi ftOA 




40A OCO A 


Oil 

3477 


TC QXIOAAfiQflO A 


4 CAQ 


4 4 AO 4 C A£S 

liu^.. ibyb 


3478 


XCCXtOAAQ/lOCA 


< C AA 


000.. 2035 


3479 


TCCTIOAAQKftTA 
1 CO 1 I^UUoOD/U 




4 >ico or\/^4 

1 459.. 2001 


3480 


TCQXIOAAQCOVIA 


1011 


4f\ 4 AOO 

10.. i4oo 


Oil 04 

3481 


XCQXIOAAQQQyIA 




4~ir> 4 COT 


o>i 00 

3482 


XCCXIOAAQQOQA 




00 >I04 

26.. 421 


3483 


XCCXIOAAOAH QA 

1 CO 1 I^UUaUl oU 


101 4 


C07 4 CC7 

527.. 1657 


3484 


TC OTIOA AOAQ7A 


4 C4 C 


54o..2o0o 


3485 


TCCTIOAAQH OAA 
1 CO 1 I^UUU lOOU 


iblb 


7>IC 4 OOrt 

745.. 1230 


3486 


TCQTIOAAQOH 7A 


4 CH 7 

ibi 


000 "lOCC 

oo/i..i ^bb 


3487 


TC OTIOA AOOO A A 


ibio 


OCC 4 7n4 

265. .1791 


3488 


TCCTI0AAQ/I(50A 




1897. .231 9 


3489 


TC CTIOA AQCOAA 


4 COA 


A>l 4 4 >t A 


3490 


TC QXI O A AQKylyl A 
1 CO 1 l£UUyo44U 


4 COH 


440A 4Aaei 
no4..l49b 


o>i 04 

3491 


TFQTIOAAQf^77A 

1 CO 1 i<iuuyo/ /U 


ib^^ 


07Q »^OOOC 


Oil no 

3492 


TC QTIO AAQKQQ A 


1 b^o 


4AA 4 77C 
144., 1 / /b 


Oil AO 

3493 


TFQXIOAAQ7'?7A 


ib^4 


4 IC7 CQQ 


Oil Oil 

0494 


XCQXIOAAQQQRA 

1 CO 1 i^uuyyoou 


1 Dc,0 


H ^ 77Q 


Oil AC 


TFQTi9ni nnnon 

1 CO 1 I^U 1 




4AOA OAK7 


Oil OR 

o4yb 


1 CO 1 I^Ul 


<K07 
lb£/ 


^ 07*3 OOyl7 

lo/o..^^4/ 


Oil Q7 


1 Co 1 i^u 1 uooyu 




71 lAvia 
f 1 ., iU4o 


Oil QO 

3498 


TF^Ti9ni nd.nQn 


1 o^y 


Ob4., 1 / lb 


o4yy 


TCQTIOA1 ARi QA 


H RQA 


OOA 4 Odd 

o^U..iybb 


OC AO 


TESTI201 05910 


1531 


151.. 2265 


3501 


TESTI20106170 


1532 


235.. 1338 


3502 


TESTI201 06820 


1533 


1191..1604 


3503 


TESTI201 07240 


1534 


163.. 2844 


3504 


TESTI201 07320 


1535 


377.. 787 


3505 


TESTI201 07340 


1536 


1229..1723 


3506 
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Table 1 (continued) 



5 



10 



15 



20 



25 



oione namG 


ocw iU rvikj. 01 nucieoiiae 


D AO if i An Af r^DQ 


ocu IU iN^. OT Bnritno bciu 




eon nonce 




Ov7WJUwl Iww 


1 CO 1 I^U 1 UBUoU 


1 0of 


Of 1 ..<fc.D 


oOU/ 


\ to 1 I^U1l^04U 


1 OOo 


1 Afk 1 A 
1 **o. . \ oo*f 


00 uo 


1 CO 1 I^Ui icooU 






00 uy 


1 CO 1 l<iU ilo lOU 


I04U 




001 U 


1 bo 1 I^Uiio&^4ll 


104 1 


4 lac iRQO 


001 1 


1 CO 1 I^U 1 i44oU 




1 o 1 . .^uo^ 


OOl^ 


1 CO 1 120110U50 


lo4o 


^1o..1 /OD 


OC 4 0 

oblo 


TnSTIZOiioiZO 


1044 


^ 7 i 07C 


QC4>I 

00 14 


1 CO 1 12U1 1 /^oUU 


104o 


4 /I A CAO 


oc 4 C 

3515 


TcSTI20iio4oO 


AC AG 

1546 


OA 4COA 

69,. 1580 


oc 4 0 

3516 


TcSTIZO 1 20500 


1547 


loo.. 926 


3517 


TcoTI201 20900 


4 CAO 

1548 


OA COC 

60.. 665 


oc 4 0 

3518 


TcoTI20121040 


4 C il A 

1549 


O 4 COC 


oc 4 A 

3519 


TESTI20121710 


1550 


278.. 1543 


3520 


TESTI201 22070 


1551 


4 >IC 4 OCA 

145.. 1359 


OCA4 

3521 


TESTI 20 122440 


1552 


25.. 465 


3522 


Tc ST 1 20 1 24440 


4 ceo 

1553 


>tOA OA4 

469.. 801 


oc AO 

3523 


TESTI201 25280 


1554 


0*74 4 OOO 

371,. 1363 


3524 


TtSTI20i 25440 


4 CCC 

1555 


0>I0 0^4 

342.. 671 


oc AC 

3525 


TcoTI20 1 25920 


4 ceo 

1556 


O 4 4 OO A 

31 ..1680 


ocoo 

3526 


TcSTIZO 1 2o2o0 


1557 


4 CA OCOO 

lD9..Z5b^ 


3527 


TESTI201 30530 


4 ceo 

1558 


AAO 4 OAO 

298.. 1692 


3528 


TbSTI20i3 1440 


4 CCA 

1559 


OOO 4 A"yo 

223.. 1278 


3529 


TESTI20 1 323 1 0 


4 CCA 

1560 


AAjI 74 O 

204.. 71 3 


OCOA 

3530 


TESTI20 132680 


4 CC 4 

1561 


4 A4 4 4 A AO 
1011 ..1448 


3531 


TESTI201 34010 


1562 


OOil 4 AO A 

334.. 1464 


3532 


TEST 120 134270 


4 CCQ 

1563 


CA OA 4 

59., 601 


3533 


TESTI201 34680 


1564 


324. .2726 


3534 


TESTI201 34970 


1565 


4 A7 4 0*70 

197.. 1873 


3535 


TESTI201 36010 


1566 


152..>1415 


3536 


TESTI201 40970 


1567 


OA4 

376.. 801 


3537 


TESTI20 142480 


1568 


1466.. 1939 


3538 


TESTI 201 42540 


1569 


4 AO 4 4 CAO 

1231. .1593 


3539 


TESTI20143180 


1570 


201.. 1946 


3540 


TEST 1201 44390 


4 C"7H 

1571 


'7'70 4 CCA 

776.. 1552 


oc A 4 

3541 


1 CO 1 I^U14o/oU 


4 C"70 


4 04 C 4 7>!0 

lo lO.. 1 /4b 


ob4^ 


1 CO 1 120148380 


4 CTO 

1573 


OO OODA 

32.. 2680 


3543 


1 CO 1 l^014yoo(J 




C04 AOO 

bo 1 ..yo^f 


oc A A 

ob 44 


I CO 1 I^U10U4^U 




^^-1 ..11 b^ 


0040 


1 CO 1 I^UIOUH^U 




4 An 4 74 0 

14^. .1 / lo 


OC/lO 

oo4b 


i CO 1 I^UiolUoU 


^ CTX 

10/7 


4 AAA 4 700 
1Z90..1 /OD 


004/ 


1 CO 1 I^Ui o1 oUU 


1 Of O 


b/i ..luyy 


ob4o 


XCOXIOAH CO>l Art 

1 CO 1 I^U 10^490 


4 C7A 


74 7 4 AOO 

fx f.Addo 


OC/I A 

ob 49 


TESTI201 53310 


1580 


151. .1317 


3550 


TESTI201 54370 


1581 


192.. 1544 


3551 


TESTI201 69380 


1582 


852.. 1679 


3552 


TESTI20161010 


1583 


33,.539 


3553 


TESTI201 62780 


1584 


607.. 1299 


3554 


TESTI201 62980 


1585 


224.. 141 4 


3556 
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Table 1 (continued) 



5 



10 



15 



20 



25 



r^lnnA noma 

v.#ionc name 


OCnk IL^ INVo'. wl f 




WCU \\J INV.^. Ul OlillllU ClUvl 




sequence 




sequence 


1 CO 1 l£U 1 IJ'-rC 1 Vi 


1586 


526 1593 


o«jou 


TFQTipm R*>fiftn 


1 / 




000 / 


TPQTI9ni RRQOn 

1 CO 1 I^U 1 Owsf 9U 






o^oo 


TPQTI^ni RR9Qn 
1 CO 1 I^U 1 DD^irU 




P7RR 


ODD<^ 


TPQTI^ni RRR7n 
1 CO 1 lc.U 1 DDD/ U 




7(^4 1Q9R 


ODDU 


1 Co 1 I^U 1 O/OoU 


1991 




ODD 1 


1 CO 1 I^U 1 DOOOU 






ODD£ 


1 CO 1 licU 1 DaOUU 


loyo 


iCOU.. ID/ *f 


ODDO 


1 bo 1 I^Ul /Ul /U 


loy4 


i QQ 1 con 
1 yy..ioou 


00 D4 


1 CO 1 IcUl /U^oU 


loyo 


1 ..oyo 


OD Do 


1 CO 1 I^Ul /UdsU 


loyo 


fii A7A 


OD DD 


1 CO 1 I^Ui /Uo^u 


1 KQ7 

loy/ 


000 4 000 
00^..1«ilOO 


ODD/ 


1 CO 1 I^U 1 / I U/U 


loyo 


IUOO..IOUI 


ODDo 


1 CO 1 lilUl /oUoU 


i coo 


70A i D 
fcA,. l£lo 


oooy 


xcexionH 7*a4 < n 
1 CO 1 I^Ui /oilU 


4 etf\f\ 

louu 


iiy*i..iooD 


00 /U 


1 CO 1 l^U 1 /o^bU 


lOUl 


07e H 7£5>1 


oD/ 1 


xccxion-1 7KQ7n 
1 CO 1 \£.yj] /oo/U 






QK70 
oD 


1 CO 1 I^Ul / D40U 


i AOQ 


i QQA 


oD/o 


1 CO 1 i^u 1 /y^ou 


1 DU*f 


1 CO i 700 


00 #4 


xccxioni TQci n 

1 CO 1 I^U 1 /901U 


louo 


A 7no ■s.^onyi o 


oD/D 


1 CO 1 I^Ul OUOUU 


lOUD 


i AO QR7 

10^. .00/ 


oDf D 


xccxiom D001 n 


1 DU/ 


-roe H i do 


^K77 

00/ / 


1 CO i I^Ul o^/DU 


louo 


nee iOQO 
<c:0O..loyU 


OD/O 


xccxiom QQAQA 

i CO 1 I^Ui ooboU 


louy 


77Q Q07 

/ /o..>i y^/ 


oD/y 


1 CO 1 I^Ui o4^oU 


IDlU 


oo..>l /O^ 


ODOU 


1 CO 1 I^Ul o4/OU 


loll 


oyy..^ii 0 


oDol 


xccxionH Qyi7fin 
1 CO 1 I^Uio4/DU 


lol^ 


A7AA 

ibl ..1 /*fl 


oDo^ 


xcexlOrt^ oyioon 
1 col I^Ulo4o^U 


lolo 


"1 DO 700 


QCQO 
0000 


1 CO 1 I^U 1 OD 11 U 


1 0 14 


OOi lAHR 
C.CA ,.1 DUO 


00 o4 


XCOXIO/^H QOC7/^ 


1 DlO 


iuy..oo/ 


oDoD 


1 CO 1 I^Ul 90UoU 


1 DlO 


i^Q OH 

i4y..^i y*!- 


oD Ob 


xcoxion^ QQCor* 


1 Dl / 


Qii i Q7K 

ol 1 ..lo/o 


000/ 


xccxioni QAQon 


lolo 


Dl D..1004 


ODOO 


xccxlort^ Qfifion 
i CO 1 12:111 


loiy 


07H Q>IR 

iirl ,.y4o 


oooy 


1 CO 1 1 yoy / u 


iR9n 

1 D^U 


7«Q 1 RR*; 
/ oy 1 ODD 


ooyu 


1 CO 1 1 y / uou 


1R91 


ORQ 1 71 7 


*^RQ1 

ooy 1 


TCQXIOrH 07900 

i Co 1 i^ui y/^yu 


1R99 


D*K3..1 Ol*!' 


ooy^ 


1 CO 1 iicu ly/Duu 


1 0^0 


1 uu..yuy 


ooyo 


1 CO 1 l£.\J 1 <700HU 


1R9d 


91 1RR^ 
^ 1 . . 1 DDO 


ooy*f 


1 CO 1 i^cu lyoDuu 


iR9(^ 
lO^O 


ono 1 '!)9ft 
yuy..iO£o 


00 yo 


1 CO i i^uiyyiiu 


1R9R 
1 0^0 


ROO 1R17 
D^ii..l Dl / 


ooyo 


1 CO 1 I^U 1 C7C7oOu 


1R97 


7RA 1 1 09 


^^^07 

OOS7/ 


1 Co 1 I^U^UU 1 


i ROA 
1 D^O 


DDl..yDD 


ooyo 


TESTI20200840 


1629 


378..818 


3599 


TESTI20201760 


1630 


22.. 603 


3600 


TESTI20202830 


1631 


631.. 972 


3601 


TESTI20204260 


1632 


714..1406 


3602 


TESTI20205100 


1633 


270.. 1763 


3603 


TESTI20205150 


1634 


1286.. 1663 


3604 
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Table 1 (continued) 



5 



10 



15 



20 



25 



Lfione nanrie 




Pncitinn nf I^F^Q 


QCO ir^ K.IO of amino ooirl 

ocvj \u iNvj. 01 amino ociu 




sequence 




seauence 




1 OOw 


1 000 


Owl/9 


1 Co 1 \^\J£\Jf 1 /U 


1 000 


1 7Q^ 


OROR 




1 00 / 


ORQ iQnn 


OR 07 


1 izo 1 i^yjdi UUoU 


1 DOO 


qofl R7C 


OOUO 


1 CO 1 I^U^l UO/U 


1R<)Q 


OQO 1 QRO 


ODU9 


1 CO 1 licU<c llOoU 


iR4n 
1 o*f u 




oRi n 

OD 1 U 


TCQTIOnOI 0070 


IRAi 
1 0*f 1 


OlfVO 


Ob 1 1 


1 CO 1 ^DoU 


1 04^ 


RQA 1 1 OR 

Os7U.. 1 1 UD 


ORiO 
00 Id 


i CO 1 I^U^ lOo lU 


1 O4o 


OQA QQQ 

^y4..oyy 


OC1 0 
obio 


1 col IZOZiSi lO 


1044 


QQO 4Q>lyl 
yo^c.. io44 


obl4 


1 CO 1 \C\Jd\ 


1D40 


ORO C7Q 


oblo 


i CO 1 \d\jd£\)£.o\J 


1 D40 


Hft Qe7 


QC 4 C 

ob 1 b 


1 CO 1 \d\J£jd \ /\3\J 


lOHf 


4 f\Q 4 QQA 


OC4 7 

obl / 


1 CO 1 IZU^ZZOoU 


1 D4o 




oblo 


1 CO 1 \£\j£ddW\} 


1o49 


■1 fiO H QQQ 


oe^ Q 

Ob 19 


TcoTI2022o3oU 


4 CCA 


000 00 4 

322.. o3i 


ocoo 
3620 


Tccxionooccort 

1 CO 1 \d\J£^0Od\J 


iDOl 


4 "7Q 4 QQO 


ob^i 


1 CO 1 \£\}£dfooyJ 


i ceo 


on 4 7>l 7 

^U..l ^4/ 


ob^ 


xccTioftooDi on 

1 CO 1 


iboo 


Q4 OCQ 


OftOO 

ob^o 


T"CCTIOnOOQ7>in 


1004 


Rn7 <noR 
bU/ .. lU^b 


ob^4 


xc cxionoiiyiooo 

1 CO 1 \£}J£AH£^\J 


IDOO 


7K7 oy|ylA 


ob£0 


TCOXiono/i>i /ton 


lOOD 


47 ^ AAA 

1 /..1444 


ob^b 


1 CO 1 i^U^444dU 


100/ 


RQVI 4C4 4 

bc>4.,io 1 1 


oeo7 

ob^/^ 




IDOo 


4 07 4 nyl>l 


ob^o 


1 CO 1 I^U^4ooUU 


iboy 


OCC 4 COQ 




1 CO 1 IZU4400DU 


lODO 


bo4.. lUbo 


oboO 


XC cxionoil cyi h n 
1 CO 1 I^U^hDAIU 


1001 


4 C4 0 <QAQ 


OCQ 4 

obo 1 


XC 0x1 o/\o ji e ji 0 rt 

Tc oTI2024o4oO 


4 COO 

idd2 


Qon 4 onn 

3o0..ioyy 


ocoo 

3oo2 


1 CO 1 I^Uii4/44U 


ibbo 


AOC Qf\7 


oboo 


TEST 120248850 


ibb4 


0 4 000 

0..1 ozy 


obo4 


1 CO 1 120249ob0 


ibbb 


cnn 4cec 


obob 


1 CO 1 \d\JdO\)dd\J 


Ibbb 


bo..^!U lb 


obob 


1 CO i I20ZoOdoO 


ibo/ 


>IOO 4 con 

4oZ..ibyU 


obo/ 


TcoTl2Q251 440 


1660 


>IO 4 074 

42.. 1 271 


0000 

3o3d 


xccxlo^^ot^^ en n 
i CO 1 i^u^oi 01 U 


H ceo 

ibby 


/ion HO-IQ 


oboy 


xccxlonoc^ 7Ac\ 

\ CO 1 \c\JdO\ fH\J 


ib/0 


7Qn 1 i f\A 
/oU.. I1U4 


ob40 


TC QTionocoRon 




1 1 0il, ,£.100 


ob4 1 


xcQXionoc>inQn 

1 CO 1 I^U^04UoU 


4 070 


QOQ 4 QCQ 

obo.. 1 yoo 


ob4^ 


TC QTionoKAnon 


- lOf 0 


Q7n 1 ORA 
0/ 0.. lOOv 


ORAO 
0D40 


TC CTI 0 AOCyl >1 Q n 
1 CO 1 l^U4C044oU 


ie7>i 
10/^4 


Qon 1 oon 
ocU.. looU 


0044 


TCQTIOnOCLAQOn 


i A7K 


RQO i 700 


0D40 


TCQTi ono«^ f^iiftn 


1 A7R 
1 Of 0 


1RO 071 0 


ORAR 


TCQTIOnOCRCAn 
1 CO 1 I^U^OOOOO 


< ft77 


ICQ •*.OOK7 


OftA7 
Ob4/ 


TESTI20257910 


1678 


457..1311 


3648 


TESTI20258720 


1679 


38.. 1630 


3649 


TESTI20269110 


1680 


486.. 1805 


3650 


TESTI20269200 


1681 


227..1369 


3651 


TESTI20260140 


1682 


1113..1421 


3652 


TESTI20260640 


1683 


6..1109 


3653 
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Table 1 (continued) 



5 



10 



15 



20 



25 



Vi/IUiT6 iiaillc 


QPn in Mn nf mirleotide 


Position of CDS 


SPO in NO of nmino aHH 




sequence 




sequence 




---- 

1 Dot 


14.. 970 


3654 


TP^Ti9n9fii 1 fin 

1 CO 1 \C\J£.\J \ \ \J\J 




957 sea 




TF^TI9n9fi1 Rfln 


1 000 


1492 1Q01 


3656 


TPQTI^n9f?91 
1 CO 1 icyjcnc. lou 


1 DO/ 


w 1 w> •£/ 


OD9/ 


TP QTI9n9fi9QAn 
1 CO 1 I^U^O^STf u 


1 000 


9R^ 1R74 




1 CO 1 I^U^D^'OOU 




1 (>n 1 (=iftn 

1 wv. . 1 90V^ 


9fi(^Q 


1 CO 1 I^U^Of %7 1 u 




leoQ 9Q7fi 

t 000.. £Of 0 


'^fifin 


1 CO I I^U^DO lOU 


1 Do 1 


1 09*^ 1 4nQ 


ODu 1 


1 CO 1 I^U^OOO'fU 


1 AQO 

1 0a£. 


yoo.. loo^ 


*^fifi9 
ODO^ 


1 CO 1 \c\jdOOo\i\j 


1 D90 


y yn. . 1 ouo 


ODOO 


1 CO 1 liCU^DDUOU 


1 oy*f 


1 1 A 1 (\99 
1 1 D., \ Oc^ 


0004 


1 CO 1 I<CU^D0^4U 


1 oyo 


70 1 ftQfl 
/U.. 1 DOO 


00 DO 


1 cO 1 I^U^Ds^OU 


1 oyo 


17 >.109ft 
1 / ..>! y^o 


ODOO 


*rc cxionocQQCin 
1 CO 1 I^U^d^odU 


ioy# 


0O(C..l UUO 


ODD/ 


1 CO 1 l<iU^/UloU 


1 oyo 


QQ K1 9 

yy..oi4: 


OOOO 


1 CO 1 f\s\j 


loyy 


ini 1Q00 

lUl ..lo^^ 


oooy 


TC CTIOnOTOQQn 
1 CO 1 \£\J£./ C.OO\j 


1 7nn 
1 /uu 


191 409 


Qfi 70 
OD/U 


TP CTIOnOTAQft n 


1701 


R1Q 171R 

0 1 y*. 1 / ID 


00/ 1 


1 to 1 \d\Jd./ f oUU 


1 TrtO 
1 iKjd. 


9ftQ 1 Ron 
^00.. 1 DUU 


<lfi79 
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Table 1 (continued) 
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[0026] Namely, primers used to synthesize polynucleotides can be designed based on the nucleotide sequences of 
polynucleotides of the present Invention shown in SEQ ID NOs in the above Table 1 . When one intends to synthesize 
full-length cDNAs, an oligo dT primer can be used as the 3*-end primer. The length of the primers is usually 15-100 
bp, and favorably between 15-35 bp. In case of LA PGR, which is described below, the primer length of 25-35 bp may 
provide a good result. 

[0029] A method to design a primer that enables a specific amplification based on the aimed nucleotide sequence 
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is known to those skilled in the art (Cun'ent Protocols in Molecular Biology, Ausubet et aL edit, (1987) John Wiley & 
Sons, Section 6.1-6.4). In designing a primer based on the 5'-end sequence, the primer is designed so as that, in 
principle, the amplification products will include the translation start site. Accordingly, for example, when the 5*-end 
primer is designed based on the nucleotide sequence of 5' untranslated region (5'UTR), any part of the 5 -end, which 

5 ensures the specificity to the cDNA of interest, can be selected as the primer 

[0030] When synthesizing a full-length cDNA, the target nucleotide sequence to be amplified can extend to several 
thousand bp in some cDNA. However, it is possible to amplify such a long nucleotides by using such as LA PGR (Long 
and Accurate PGR). It is advantageous to use LA PGR when synthesizing long DNA. In LA PGR, in which a special 
DNA polymerase having 3' -> 5' exonuclease activity is used, misincorporated nucleotides can be removed. Accordingly, 

^0 accurate synthesis of the complementary strand can be achieved even with a long nucleotide sequence. By using 
PGR, It is reported that amplification of a nucleotide with 20 kb longer can be achieved under desirable conditions 
(Takeshi Hayashi (1996) Jikken-Igaku Bessatsu, "Advanced Technologies in PGR" Youdo-sha). 
[0031] A template DNA for synthesizing the full-length cDNA of the present invention can be obtained by using cDNA 
libraries that are prepared by various methods. The full-length cDNA clones of the present invention are clones with 

15 high probability of completeness in length, which were obtained by the method comprising the steps of [1] preparing 
libraries containing cDNAs with the very high fullness ratio by oligo-capping, and [2] assembling the 6*-end sequences 
and selecting one with the highest probability of completeness in length In the cluster fonned (there are many clones 
longer in the 5'-end direction). 

[0032] However, the uses of primers designed based on the full-length nucleotide sequences provided by the present 

20 invention enable easily obtaining full-length cDNAs without such a special technique. 

[0033] The problem with the cDNA libraries prepared by the known methods or commercially available is that mRNA 
contained in the libraries has very low fullness ratio. Thus, it is difficult to screen full-length cDNA clone directly from 
the library using ordinary cloning methods. The present invention has revealed a nucleotide sequence of novel full- 
length cDNA. If a full-length nucleotide sequence is provided, it is possible to synthesize a target full-length cDNA by 

25 using enzymatic reactions such as PGR. in particular, a full-length-enriched cDNA library, synthesized by methods 
such as oligo-capping, is desirable to synthesize a full-length cDNA with more reliability. 

[0034] The 5'-end sequence of the full-length cDNA clones of the invention can be used to isolate the regulatory 
element of transcription including the promoter on the genome. A rough draft of the human genome (analysis of h uman 
genomic sequence with lower accuracy), which covers 90% of the genome, has been reported (Nature, Vol.409, 

30 814-823, 2001 ), and by the year 2003, analysis of the entire human genomic sequence is going to be finished. However, 
it is hard to analyze with software the transcription start sites on the human genome, in which long introns exist By 
contrast, it Is easy to specify the transcription start site on the genomic sequence using the nucleotide sequence which 
includes the 5'-end of the full-length cDNA clone of the present invention, and thus it is easy to obtain the genomic 
region involved in transcription regulation, which includes the promoter that is contained In the upstream of the tran- 

35 scription start site. 

[0035] The polypeptide encoded by the full-length cDN A of the invention can be prepared as a recombinant polypep- 
tide or as a natural polypeptide. For example, the recombinant polypeptide can be prepared by inserting the polynu- 
cleotide encoding the polypeptide of the invention into a vector, Introducing the vector into an appropriate host cell and 
purifying the polypeptide expressed within the transformed host cell, as described below. In contrast, the natural 

40 polypeptide can be prepared, for example, by utilizing an affinity column to which an antibody against the polypeptide 
of the invention (Cunrent Protocols in Molecular Biology (1987) Ausubel et al. edit, John Wiley & Sons, Section 
1 6,1 -1 6.19) is attached. The antibody used for affinity purification may be either a polyclonal antibody, or a monoclonal 
antibody. Alternatively, in Wfrotranslation (See, for example, "On thefidelity of mRNA translation in the nuclease-treated 
rabbit reticulocyte lysate system." Dasso M.G., and Jackson R.J. (1989) Nucleic Acids Res. 17: 3129-3144) may be 

45 used for preparing the polypeptide of the invention. 

[0038] Polypeptides functionally equivalent to the polypeptides of the present invention can be prepared based on 
the activities, which were clarified in the above-mentioned manner, of the polypeptides of the present invention. Using 
the biological activity possessed by the polypeptide of the invention as an index, it is possible to verify whether or not 
a partteular polypeptide Is functionally equivalent to the polypeptide of the Invention by examining whether or not the 

50 polypeptide has said activity. 

[0037] Polypeptides functionally equivalent to the polypeptides of the present Invention can be prepared by those 
skilled in the art, for example, by using a method for introducing mutations into an amino acid sequence of a polypeptide 
(for example, site-directed mutagenesis (Gurrent Protocols In Molecular Biology, edit, Ausubel et al., (1 987) John Wiley 
& Sons, Section 8.1-8.5). Besides, such polypeptides can be generated by spontaneous mutations. The present In- 

55 vention also includes a polypeptide comprising the amino acid sequence shown In Table 1 in which one or more amino 
acids are substituted, deleted, inserted, and/or added, as long as the pplypeptides have the equivalent functions to 
those of the polypeptides identified in the present Examples described later. 

[0038] There are no limitations on the number and sites of amino acid mutations, as long as the polypeptides maintain 
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the functions thereof. The nunnber of mutations typically corresponds to 30% or less, or 20% or less, or 10% or less, 
preferably 5% or less, or 3% or less of the total amino acids, more preferably 2% or less or 1% or less of the total 
amino acids. Altematively, herein, substitution of one or more amino acids includes substitution of several amino acids. 
As used herein, the temri "several amino acids" means, for example, 5 amino acids, preferably 4 or 3 amino acids, 

5 more preferably 2 amino acids, and further preferably 1 amino acid. 

[0039] From the viewpoint of maintaining the polypeptide function, it is preferable that a substituted amino acid has 
a similar property to that of the original amino acid. For example, Ala, Val, Leu, lie, Pro, Met, Phe and Tip are assumed 
to have similar properties to one another because they are ail classified into a group of non-polar amino acids. Similarly, 
substitution can be performed among non-charged amino acid such as Gly, Ser, Thr, Cys, Tyr. Asn, and Gin, acidic 

10 amino acids such as Asp and Glu, and basic amino acids such as Lys, Arg, and His. 

[0040] in addition, polypeptides functionally equivalent to the polypeptides of the present Invention can be isolated 
by using techniques of hybridization or gene amplification l<nown to those skilled in the art. Specifically, using the 
hybridization technique (Current Protocols in IVIoiecuiar Biology, edit, Ausubei et al., (1987) John Wiley & Sons, Section 
6.3-6.4)), those skilled in the art can usually isolate a polynucleotide highly homologous to the polynucleotide encoding 

IS the polypeptide identified In the present Example based on the Identified nucleotide sequence (Table 1) or a portion 
thereof and obtain the functionally equivalent polypeptide from the isolated polynucleotide. The present invention In- 
clude polypeptides encoded by the polynucleotides hybridizing with the polynucleotides encoding the polypeptides 
identified In the present Example, as long as the polypeptides are functionally equivalent to the polypeptides identified 
in the present Example. Organisms from which the functionally equivalent polypeptides are isolated are illustrated by 

20 vertebrates such as human, mouse, rat, rabbit, pig and bovine, but are not limited to these animals. 

[0041] Washing conditions of hybridization for the isolation of polynucleotides encoding the functionally equivalent 
polypeptides are usually "1x SSC, 0.1% SDS, 37'C''; more stringent conditions are "0,5x SSC, 0.1% SDS, 42*»C"; and 
still more stringent conditions are "O.lx SSC, 0.1% SDS, 65** C". Altematively, the following conditions can be given as 
hybridization conditions of the present invention. Namely, conditions in which the hybridization is done at "6x SSC, 

25 40% Formamlde, 25'C", and the washing at "1x SSC, 55**C" can be given. More preferable conditions are those in 
which the hybridization is done at "6x SSC, 40% Fomnamide, 37**C", and the washing at "0.2x SSC, 65®C". Even more 
preferable are those In which the hybridization is done at "6x SSC, 50% Formamlde, 37**C", and the washing at "0.1x 
SSC, 62°C". The more stringent the conditions of hybridization are, the more frequently the polynucleotides highly 
homologous to the probe sequence are isolated. Therefore, It is preferable to conduct hybridization under stringent 

30 conditions. Examples of stringent conditions in the present invention are, washing conditions of "0.5x SSC, 0.1% SDS, 
42**C", or alternatively, hybridization conditions of "6x SSC, 40% Fomiamide, 37°C". and the washing at "0.2x SSC, 
55'C". 

[0042] One skilled in the art can suitably select various conditions, such as dilution ratios of SSC, fonnamide con- 
centrations, and temperatures to accomplish a similar stringency. 
35 [0043] However, the above-mentioned combinations of SSC, SDS and temperature conditions are indicated just as 
examples. Those skilled in the art can select the hybridization conditions with similar stringency to those mentioned 
above by properly combining the above-mentioned or other factors (for example, probe concentration, probe length 
and duration of hybridization reaction) that determines the stringency of hybridization. 

[0044] The amino acid sequences of polypeptides Isolated by using the hybridization techniques usually have high 

40 identity to those of the polypeptides of the present invention, which are shown in Table 1 . The present invention en- 
compasses a polynucleotide comprising a nucleotide sequence that has a high identity to the nucleotide sequence of 
claim 1 (a). Furthermore, the present Invention encompasses a peptide, or polypeptide comprising an amino acid 
sequence that has a high identity to the amino acid sequence encoded by the polynucleotide of claim 1 (b). The temri 
"high identity" indicates sequence identity of at least 40% or more; preferably 60% or more; and more preferably 70% 

45 or more. Alternatively, more preferable is Identity of 90% or more, or 93% or more, or 95% or more, furthermore, 97% 
or more, or 99% or more. The identity can be detennined by using the BLAST search algorithm. 
[0045] As used herein, "percent identity" of amino acid sequences or nucleic acids Is detemnined using the algorithm 
BLAST of Kariin and Altschul (Proc. Natl. Acad. Sci. USA 90:5873-6877, 1 993). Such an algorithm is incorporated into 
the BLASTN and BLASTX programs of Altschul et al. (J. Mol. Blol.21 5:403-410, 1990). BLAST nucleotide searches 

so are performed with the B1_ASTN program, for example, score = 100, wordlength = 12. BI_AST protein searches are 
perfomned with the B1_ASTX program, for example, score = 50, wordlength = 3. When utilizing BLAST and Gapped 
Bl-AST programs, the default parameters of the respective programs are used. See http://www.ncbl.nlm.nih.gov. 
[0046] With the gene amplification technique (PCR) (Cun-ent Protocols in Molecular Biology, edit, Ausubei et al., 
(1 987) John Wiley & Sons, Section 6.1 -6.4)) using primers designed based on the nucleotide sequence (Table 1) or a 

55 portion thereof Identified in the present Example, It Is possible to Isolate a polynucleotide fragment highly homologous 
to the polynucleotide sequence or a portion thereof and to obtain functionally equivalent polypeptide to a particular 
polypeptide Identified in the present Example based on the Isolated polynucleotide fragment. 
[0047] The present invention also provides a polynucleotide containing at least 15 nucleotides complementary to a 
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polynucleotide comprising a nucleotidesequenceof SEQ ID NOs shown InTable 1 orthecomplementary strandthereof. 
Herein, the tenn "complementary strand" is defined as one strand of a double strand DNA composed of A:T and G:C 
base pair to the other strand. Also, "complementary'* is defined as not only those completely matching within a contin- 
uous region of at least 1 6 nucleotides, but also having a identity of at least 70%, favorably 80% or higher, more favorably 
5 90% or higher, and most favorably 96% or higher within that region. The identity may be detennined using the algorithm 
described herein. 

[0048] Such a polynucleotide includes probes and primers used forthe detection and amplification of a polynucleotide 
encoding the inventive polypeptide. When used as a primer, the polynucleotide usually comprises 15 to 100 bp, and 
preferably of 15 to 35 bp. When used as a probe, the polynucleotide comprises the whole or a part of the sequence 

10 of a polynucleotide of the invention, and comprises at least 15 bp. When used as primers, such polynucleotides are 
complementary at the 3'-end, and restriction enzyme recognition sequences or tags can be added to the 5'-end. 
[0049] Furthemnore, polynucleotides of the present Invention include an antisense polynucleotide for suppressing 
the expression of a polypeptide of the invention, which comprises an amino acid sequence of SEQ ID NOs shown in 
Table 1 , To exert an antisense effect, an antisense polynucleotide has at least 15 bp or more, for example 50 bp or 

IS more, preferably 1 00 bp or more, and more preferably 500 bp or more, and usually has 3000 bp or less, and preferably 
2000 bp or less. Antisense polynucleotides can be used in the gene therapy of diseases caused by abnonnalities of 
the polypeptides of the invention (abnormal function or abnomial expression). An antisense polynucleotide can be 
prepared, for example, by the phosphorothioate method ("Physicochemlcai properties of phosphorothloate oligodeox- 
ynucleotides." Stein (1988) Nucleic Acids Res. 16: 3209-3221) based on the sequence infomnatlon of polynucleotide 

20 encoding a polypeptide of the invention (for example, the nucleotide sequences of SEQ ID NO: 1 to 1970). 

[0050] The polynucleotides or antisense polynucleotides of the present invention can be used in, for example, gene 
therapy. As target diseases, for example, cancers or various Inflammatory diseases may be preferable. These mole- 
cules can be used for gene therapy, for example, by administrating them to patients by the in vivo or ex vivo method 
using virus vectors such as retrovirus vectors, adenovirus vectors, and adeno-related virus vectors, or non-virus vectors 

25 such as liposomes. 

[0051] The present invention also Includes a partial peptide of the polypeptides of the Invention. The partial peptide 
comprises a polypeptide generated as a result that a signal peptide has been removed from a secretory protein. If the 
polypeptide of the present invention has an activity as a receptor or a ligand, the partial peptide may function as a 
competitive Inhibitor of the polypeptide and may bind to the receptor (or ligand). In addition, the present Invention 

30 includes an antigen peptide for raising antibodies. For the peptides to be specific for the polypeptide of the invention, 
the peptides comprise at least 7 amino acids, preferably 8 amino acids or more, more preferably 9 amino acids or 
more, and even more preferably 10 amino acids or more. The peptide can be used for preparing antibodies against 
the polypeptide of the Invention, or competitive inhibitors of them, and also screening for a receptor that binds to the 
polypeptide of the Invention. The partial peptides of the Invention can be produced, for example, by genetic engineering 

35 methods, known methods for synthesizing peptides, or digesting the polypeptide of the invention with an appropriate 
peptidase. 

[0052] The present invention also relates to a vector into which a polynucleotide of the invention is Inserted. The 
vector of the Invention Is not limited as long as It contains the inserted polynucleotide stably. For example, if E. colils 
used as a host, vectors such as pBluescript vector (Stratagene) are preferable as a cloning vector. To produce the 

40 polypeptide of the invention, expression vectors are especially useful. Any expression vector can be used as long as 
it is capable of expressing the polypeptide in vitro, In E. coii, in cultured cells, or in vivo. For example, pBEST vector 
(Promega) is preferable for in vitro expression, pET vector (Invitrogen) for E. coli, pMEl 8S-FL3 vector (GenBank Ac- 
cession No. AB009864) for cultured cells, and pMEISS vector (Mol. Cell. Biol. (1988) 8: 466-472) for //) wVo expression. 
To insert the polynucleotide of the invention, ligation utilizing restriction sites can be perfomned according to the standard 

45 method (Current Protocols in Molecular Biology (1987^ Ausubel et al. edit, John Wiley & Sons, Section 11 .4-11 .11). 
[0053] Recently, the technique of GATEWAYT" system (Invitrogen), which Is an expression vector construction sys- 
tem for polypeptide expression, has been developed (Experimental Medicine, Vol. 18, No. 19 (December), p2716-2717, 
2000). This system includes two types of site-specific recombinases (BP CLONASE^*^ and LR CLONASE^"^) derived 
from lambda phage and uses BP CLONASE'^^^-speclflc recombination sites for an Entry Vector and LR CLONASE'^'^- 

50 specific recombination sites for a Destination Vector, which may comprise a tag useful for polypeptide purification. With 
this system, an expression vector can be obtained by using homologous recombination. 

[0054] First, a polynucleotide fragment of interest is inserted into the entry vector using the first recombination. Then, 
the secondary recombination is allowed to take place between the entry vector, where the polynucleotide fragment of 
Interest has been Inserted, and the destination vector. Thus, the expression vector can be prepared rapidly and highly 
55 efficiently. With the above-mentioned typical method using restriction enzyme and ligase reactions, the step of expres- 
sion vector construction and expression of polypeptide of Interest takes about 7 to 1 0 days. However, with the G ATE- 
SNfiif^** system, the polypeptide of interest can be expressed and prepared in only 3 to 4 days. Thus, the system 
ensures a high-throughput functional analysis for expressed polypeptides (http://biotech.nikkeibp.co.jp/netlink/lto/gate- 
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way/). 

[0055] The present invention also relates to a transfomnant carrying the vector of the invention. Any cell can be used 
as a host Into which the vector of the invention Is Inserted, and various kinds of host ceils can be used depending on 
the purposes. For strong expression of the polypeptide in eukaryotic ceils, COS cells or CHO cells can be used, for 
5 example. 

[0056] introduction of the vector into host cells can be perfomied, for example, by calcium phosphate precipitation 
method, electroporatlon method (Current Protocols in l\/lolecular Biology (1 987) Ausubel at al. edit, John Wiley & Sons, 
Section 9.1-9.9), lipofectamine method (GIBCO-BRL), or microinjection method, etc. 

[0057] Further, a polynucleotide containing at least 15 nucleotides comprising a nucleotide sequence of any one of 

10 the polynucleotides comprising the nucleotide sequences of SEQ ID NOs shown in Table 1 or the complementary 
strand thereof can be used not only as a primer for synthesizing full-length cDNAs but also for testing and diagnosing 
the abnomnalities of the polypeptide encoded by the full-length cDNA of the present invention. For example, by utilizing 
polymerase chain reaction (genomic DNA-PCR, or RT-PCR) using the polynucleotide of the Invention as a primer, 
polynucleotide encoding the polypeptide of the Invention can be amplified. It Is also possible to obtain the regulatory 

15 region of expression In the 5'-upstream by using PCR or hybridization since the transcription start site within the genomic 
sequence can be easily specified based on the 5'-end sequence of the full-length cDNA. The obtained genomic region 
can be used for detection and/or diagnosis of the abnormality of the sequence by RFLP analysis, SSCP, or sequencing. 
Especially, in the case where expression of the mRNA of the present Invention varies according to a specific disease, 
analysis of the amount of expression of the mRNA using the polynucleotide of the present invention as a probe or a 

20 primer enables detection and diagnosis of the disease. 

[0058] The present Invention also relates to antibodies that bind to the polypeptide of the invention. There are no 
limitations In the fomi of the antibodies of the invention. They include polyclonal antibodies, monoclonal antibodies, or 
their portions that can bind to an antigen. They also include antibodies of ail classes. Furthennore, special antibodies 
such as humanized antibodies and chimeric antibodies are also included. 

25 [0059] The polyclonal antibody of the Invention can be obtained according to the standard method by synthesizing 
an oligopeptide corresponding to the amino acid sequence and Immunizing rabbits with the peptide (Current Protocols 
in Molecular Biology (1 987) Ausubel et al, edit, John Wiley & Sons, Section 11 .12-11 .13). The monoclonal antibody of 
the invention can be obtained according to the standard method by purifying the polypeptide expressed in E. coli, 
immunizing mice with the polypeptide, and producing a hybridoma ceil by fusing the spleen ceils and myeloma celts 

30 (Current Protocols in l^/lolecular Biology (1987) Ausubel et al. edit, John Wiley & Sons, Section 11 .4-11.11). 

[0060] The antibody binding to the polypeptide of the present invention can be used for purification of the polypeptide 
of the invention, and also for detection and/or diagnosis of the abnomialities of the expression and structure of the 
polypeptide. Specifically, polypeptides can be extracted, for example, from tissues, blood, or ceils, and the polypeptide 
of the invention is detected by Western blotting, immunoprecipitation, or ELISA, etc. for the above purpose. 

35 [0061] Furthennore, the antibody binding to the polypeptide of the present invention can be utilized for treating the 
diseases that associates with the polypeptide of the invention. If the antibodies are used for treating patients, human 
antibodies, humanized antibodies, or chimeric antibodies are preferable in tenns of their low antigenicity. The human 
antibodies can be prepared by immunizing a mouse whose immune system is replaced with that of human (e.g., see 
"Functional transplant of megabase human immunoglobulin loci recapitulates human antibody response in mice" Men- 

40 dez, M.J. et al. (1997) Nat. Genet. 15: 146-156). The humanized antibodies can be prepared by recombination of the 
hypervariable region of a monoclonal antibody (Methods In Enzymology (1 991 ) 203: 99-1 21 ). 
[0062] A cDNA of the present Invention encodes, for example, an amino acid sequence of a protein that is predicted 
to have the following function. The use of the amino acid sequences of the polypeptides encoded by the cDNAs of the 
present invention enables predicting that the polypeptides have the following functions, it can be predict, from the 

45 results of homology search of SwissProt, GenBanIc, UniGene, or nr, that these polypeptides have such functions. 
Specifically, for instance, as shown in Examples, searching for a known gene or polypeptide that is homologous to the 
partial sequence of the full-length cDNA of the invention (1 970 clone) and referring the function of the gene and of the 
polypeptide encoded by the gene make it possible to predict the function of the polypeptide encoded by the cDNA of 
the invention. In this way, each of 1078 clones out of the 1970 full-length cDNA clones of the Invention was predicted 

50 to encode a polypeptide that was classified into the following categories. 

Secretory and/or membrane protein (516 clones) 
Giycoprotein-related protein (121 clones) 
Signal transduction-related protein (88 clones) 
55 Transcription-related protein (1 43 clones) 

Disease-related protein (331 clones) 
Enzyme and/or metabolism-related protein (219 clones) 
Cell division- and/orceil proliferation-related protein (44 clones) 
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Cytoskeleton-related protein (80 clones) 
Nuclear protein and/or RNA synthesis- related protein (70 clones) 
Protein synthesis- and/or transport-related protein (20 clones) 
Cellular defense-related protein (10 clones) 
5 Development and/or differentiation-related protein (1 9 clones) 

DNA- and/or RNA-binding protein (168 clones) 
ATP- and/or GTP-bindIng protein (93 clones) 

[0063] The functions of the polypeptides encoded by the cDNAs of the present Invention can be predicted by as- 

10 sessing the presence of signal sequence, transmembrane region, nuclear translocation signal, glycosylation signal, 
phosphorylation site, and zinc finger motif, SH3 domain, etc. in the amino acid sequences. The programs, PSORT 
(Nakai K., and Kanehisa M. (1992) Genomics 14: 897-911), SOSUI (Hirokawa T. et ai. (1998) Bioinfomiatics 14: 
378-379) (IVlitsui Knowledge Industry), and MEMSAT (Jones D.T., Taylor W.R., and Thornton J.M. (1994) Biochemistry 
33: 3038-3049) can be used to predict the existence of the signal sequence or transmembrane region. Alternatively, 

15 a partial amino acid sequence of the polypeptide is fused with another polypeptide such as GFP, the fusion polypeptide 
is transfected into cultured ceils, and the localization is analyzed to predict the function of the original polypeptide. 
[0064] Based on the detemnined nucleotide sequences of the full-length cDNAs obtained In the present invention, it 
is possible to predict more detailed functions of the polypeptides encoded by the cDNA clones, for example, by search- 
ing the databases such as GenBank, Swiss-Prot. UniGene, and nr for homologies of the cDNAs; or by searching the 

20 amino acid sequences deduced from the full-length cDNAs for signal sequences by using software programs such as 
PSORT, for transmembrane regions by using software programs such as SOSUI or for motifs by using software pro- 
grams such as Pfam (http://www.sanger.ac.uk/Software/Pfam/index.shtml) and PROSiTE (http^/www.expasy.ch/ 
prosite/). As a matter of course, the functions are often predictable by using partial sequence Infomiation (preferably 
300 nucleotides or more) instead of the full-length nucleotide sequences. However, the result of the prediction by using 

25 partial nucleotide sequence does not always agree with the result obtained by using full-length nucleotide sequence, 
and thus, it is needless to say that the prediction of function is preferably perfonned based on the full-length nucleotide 
sequences. 

[0065] GenBank, Swiss-Prot, UniGene and nr databases were searched for homologies of the full-length nucleotide 
sequences of the 1970 clones (see Example 6). The amino acid sequences deduced from the full-length nucleotide 
30 sequences were searched for functional domains by PSORT, SOSUI and Pfam. Prediction of functions of polypeptides 
encoded by the clones and the categorization thereof were perfonned based on these results obtained. The catego- 
rization was carried out by the following method. 

[1 ] Firstly, the cDNA clones were classified into the above-mentioned 1 4 functional categories based on the results 
35 of annotation-based categorization (using the keywords in the case of Swiss-Prot hit data; using Definition or 

Reference information in the case of GenBank, UniGene, or nr hit data), and the signal sequence search of the 
deduced ORFs by PSORT and the transmembrane region search by SOSUL 

[2] Secondly, clones which had been unassignable to the categories by the method of [1 ] were searched for func- 
tional domains and/or motifs by Pfam. Based on the results, the clones were additionally classified into the above- 
40 mentioned 14 types of categories when they had a functional domain and/or motif assignable to any one of the 

categories. 

[0066] The following 51 6 clones presumably belong to secretory and/or membrane proteins. 

ADRGL20020290, ADRGL20021910, ADRGL20036380, ADRGL20036840, ADRGL20059610, ADRGL20063770, 

45 ADRGL20066770, ASTR02001 001 0, ASTRO20 020240, ASTRO20045840, ASTRO20053430, ASTRO20055530, 
ASTRO20055570, ASTRO20055930, ASTRO2008B950, ASTRO20091180, BNGH420021 680, BNGH420023870, 
BNGH420046790, BNGH420052350. BNGH420059680, BNGH420075940, BNGH420077980. BRACE1 0000510, 
BRACE20051930, BRAGE20052530, BRACE20054080, BRAGE20066360, BRACE2006871 0, BRACE200690 
BRACE20069110, BRACE20 194670, BRACE20204670, BRACE2021 6950, BRAMY1 0001 730, BRAMY20003880. 

so BRAMY20013670, BRAMY20024790. BRAMY20027390, BRAMY20028530, BRAMY20035380, BRAMY20044920, 
BRAMY20045210, BRAMY20047560, BRAMY20050940, BRAMY20053910, BRAMY20055760, BRAMY20072440, 
BRAMY20083820, BRAMY20089770, BRAMY20091230, BRAMY20094890, BRAMY20096930, BRAMY201 18410, 
BRAMY201 23400, BRAMY201 25550, BRAMY201 27310, BRAMY20 127760, BRAMY201 35720, BRAMY20 137360, 
BRAMY201 39440, BRAMY201 52510, B RAM Y20 194680, BRAMY20204270, BRAMY20225320, BRAIS/1Y202371 90, 

55 BRAMY202451 40. BRAMY20251 750. BRAM Y20285650, BRAWH20020470, BRAWH20021 91 0, BRAWH2002601 0, 
BRAWH20030000, BRAWH20039640, BRAWH20055330, BRAWH20078620, BRAWH20093070, BR AWH20 185270, 
BRCAN1 0000760, BRCAN1 0001 680, BRCAN20001480, BRCAN20004180, BRCAN20005230, BRCOC20000470, 
BRCOC20003600, BRH1P1 0000720, BRHIP1 0001 040, BRHIP20000210, BRSSN20001 970, BRSSN20074640, 
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BRSSN20091190, 
CTONG20045500, 
CTONG20060040, 
CTONG20076810, 

5 CTONG201 67750, 
DFNES20029660, 
FCBBF20032930, 
FCBBF30042610, 
FCBBF301 05440, 

10 FCBBF301 69870, 
FCBBF301 97840, 
FCBBF30260480, 
FEBRA20018670, 
FEBRA20040560, 

15 FEBRA2D1 16650, 
HCHON10001660, 
HHDPC20082790, 
HLUNG20032460, 
HLUNG20050760, 

20 HLUNG20088750, 
KIDNE20084800, 
KIDNE201 43200, 
KIDNE20186170, 
LIVER20026440, 

25 MESAN20027900, 
MESAN20095220, 
NT2NE20064780, 
NT2NE201 45250, 
NT2RI20021200, 

30 NT2RP70056690, 
OCBBF201 09780, 
OCBBF201 23200, 
OCBBF201 85630, 
PLAGE60006300, 

35 PLACE60064740, 
PLAGE601 38840, 
PROST20035830, 
PROST20084680, 
PROST20110120, 

40 SKMUS20006790, 
SMINT20006090, 
SMINT20081330, 
SPLEN20017610, 
SPLEN20063890, 

45 SPLEN20105100, 
SPLEN20125230, 
SPLEN201 82850. 
SPLEN201 93490, 
TESTI20006160. 

SO TESTI20043220, 
TESTI20051200, 
TESTI20059080, 
TESTI20066330. 
TESTI20095200, 

55 TESTI201 13940, 
TESTI201 49880, 
TESTI201 83680, 
TESTI20204260, 



CD34C20001760, CTONG20017490, CTONG20036990, CTONG20041260, 
CTONG20049480, CTONG20051450, CTONG20055850, CTONG200561 50, 
CTONG20063770, GTONG20066680, CTONG20068360, CTONG20069320, 
CTONG20078340, CTONG20079590, CTONG20083980, CTONG200 84020, 
CTONG201 68240, CTONG201 79890, CTONG201 83830, CTONG201 84830, 
DFNES20057660, DFNES20072990, DFNES20080880, FCBBF20018680, 
FCBBF20036360, FCBBF20054390, FCBBF30004340, FCBBF30022680, 
FCBBF30062490, FCBBF30076970, FCBBF30078600, FCBBF30091520, 
FCBBF301 18670. FCBBF301 32660. FCBBF301 35890, FCBBF301 45670. 
FCBBF30171230, FCBBF301 72330, FCBBF301 77290, FCBBF301 79740, 
FCBBF30212210, FCBBF30223110, FCBBF302232i0, FCBBF30225930, 
FCBBF30266510, FGBBF30287940, FCBBF60000610, FCBBF50004950. 
FEBRA20031280, FEBRA20031810. FEBRA20038220. FEBRA2 0039260, 
FEBRA20046280, FEBRA20080860, FEBRA20084750, FEBRA20088810, 
FEBRA20121950. FEBRA20141980, FEBRA201 77800, FEBRA201 82030, 
HCHON20015050, HEART1 0001 490, HEART20031680, HHDPC1 0001140, 
HHDPC20088160, HLUNG20015070, HLUNG20015180, HLUNG20020850, 
HLUNG20033350. HLUNG20034970, HLUNG200371 60, HLUNG20041540, 
HLUNG20052300, HLUNG20060670, HLUNG20065990, HLUNG20074330, 
HLUNG20092530. KIDNE20016360, KIDNE20083150, KIDNE20084030, 
KIDNE20086490, KIDNE20086660, KIDNE20094670, KIDNE20 134130, 
KIDNE20148080, KIDNE20 160960, KIDNE201 6371 0, KIDNE20169180, 
KIDNE201 88630, KIDNE201 89960, LIVER20007750, LIVER2001 051 0, 
LIVER20030650, UVER20038000, MESAN20007110. MESAN20008150, 
MESAN20058110, MESAN20059570, MESAN20060430, MESAN20067430. 
NT2NE20018740, NT2NE20021860. NT2NE20039210, NT2NE20053230, 
NT2NE20069580, NT2NE20080770, NT2NE20082130, NT2NE20092950, 
NT2NE201 46510, NT2NE201 52620, NT2NE201 67660, NT2NE20181800, 
NT2RI20033920. NT2RP70003110, NT2RP70027790, NT2RP70031070, 
NT2RP70087140, NTONG20034540. NTONG20053630, OGBBF20000740, 
OGBBF201 10210, OCBBF201 10730, OGBBF201 12280. OGBBF201 1 8720, 
OGBBF201 55030, OCBBF201 65900, OGBBF201 65910, OCBBF201 70350, 
OCBBF20191950, PANGR 10000860, PEBLM20001800, PLACE50001290, 
PLAGE60053280, PLAGE60055690, PLACE60056910. PLAGE60057860, 
PLAGE60070500, PLAGE60087680, PLAGE601 04630, PLAGE601 0701 0. 
PLAGE601 54450, PLACE601 84870, PR0ST1 0001 100, PROST20011160, 
PROST20046700, PROST20050390, PROST20065100, PROST20073280, 
PROST20084720, PROST20099090, PROST201 05450, PROST201 06060, 
PROST20114100, PROST201 46590, PROST2015251 0, PROST201 68600, 
SKMUS20020770, SKMUS20073150, SKMUS20091900, SKNMG20006350, 
SMINT20008110, SMINT20024140, SMINT20028840, SMINT20045470, 
SMINT20086250, SMINT20088440, SMINT20088690, SMINT20092160, 
SPLEN20017810, SPLEN20024190, SPLEN20024620, SPLEN20054500, 
SPLEN20073880, SPLEN20080070, SPLEN20090880, SPLEN20101950, 
SPLEN201 08000, SPLEN20110180, SPLEN201 10860, SPLEN201 18050, 
SPLEN201 36700, SPLEN201 38600, SPLEN20139100, SPLEN201 76920, 
SPLEN201 83020. SPLEN201 83950, SPLEN20i 90080. SPLEN201 90770. 
SPLEN201 93790, SPLEN20201830. SPLEN20204670, TES0P1 0000350, 
TESTI200291 00, TESTI20031 31 0, TESTI20032770, TESTI20038240, 
TEST120045390, TESTI 20046540, TEST(20046870, TESTI20047370, 
TESTI20051 730, TESTI20053260, TESTI20053780, TESTI20057200, 
TESTI20061 200. TESTI200621 20. TESTI20063330, TESTI2006341 0, 
TESTI20068530, TESTI20070400, TESTI20070740, TESTI20073460, 
TESTI20096440, TESTI20095880, TESTI201 00090, TESTI201 02390, 
TESTI201 1 61 20. TESTI201 21 040, TEST(201 21710, TESTI201 31440, 
TESTI201 51 800, TESTI201 62780, TESTI201 701 70, TESTI201 73050, 
TESTI201 84750, TESTI201 861 1 0, TESTI201 98540, TESTI201 991 1 0, 
TESTI2021 0030, TESTI2021 4630, TESTI2021 91 1 0, TESTI20244730, 



GTONG20044870, 
GTONG20059130, 
CTONG20071680, 
GTONG20085210, 
DFNES20018000, 
FCBBF20029280, 
FCBBF30029250, 
FCBBF30095410, 
FCBBF301 64510, 
FCBBF301 95690, 
FGBBF30230610, 
FEBRA20007820, 
FEBRA20040230. 
FEBRA201 15930, 
FEBRA20191720, 
HHDPG20051850, 
HLUNG20029490, 
HLUNG20042730, 
HLUNG20081390, 
KIDNE20084040, 
KIDNE201 42900, 
KIDNE201 82540, 
LIVER20010990, 
MESAN20021220, 
MESAN20084150, 
NT2NE20059210, 
NT2NE20140130, 
NT2RI20016240, 
NT2RP70031480, 
OCBBF20012520, 
OCBBF201 20010, 
OCBBF201 76650, 
PLACE60004260, 
PLACE60061370, 
PLACE601 13340, 
PROST20014150, 
PROST20082430, 
PROST201 08850, 
PUAEN1 0000870, 
SKNSH20094350, 
SMINT20077960, 
SPLEN20015100, 
SPLEN20058180. 
SPLEN201 04690, 
SPLEN20121790, 
SPLEN201 77400, 
SPLEN201 93230, 
TESTI1 00001 90, 
TESTI20043130, 
TESTI20050400, 
TESTI20057590, 
TESTI20063600. 
TESTI20086840, 
TESTI201 05910, 
TESTI201 42540, 
TESTI201 82760, 
TESTI20202830, 
TESTI20245600, 
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TESTI20245860, TESTI2024641 0, TESTI20251 61 0, TESTI2025791 0, TESTI20260640, TESTI20261 040, 
TESTI202621 50, TESTI20262940, TESTI2026491 0, TESH20271 790, TEST120278280, TESTI20282420, 
TESTI20282900, TESTI20286690, THYMU20007020, THYMU20012020. THYMU200 17270, THYMU20020800, 
THYMU20026480, THYMU20028150, THYMU20030690, THYMU20034790, THYMU20046350, THYMU20046770, 

5 THYMU20050010, THYMU20052830, THYMU20054800, THYMU20055740, THYMU20055760, THYMU20062770, 
THYMU20078240. THYMU20079690. THYMU20083390, THYMU20087270, THYMU201 00940, THYMU201 16380, 
THYMU201 37050, THYMU201 37570, THYMU201 43230, THYMU20150190, THYMU201 63210, THYMU201 64790, 
THYMU201 63600, THYMU20171580, THYMU20 178440, THYMU20 186470, TRACH20011010, TRACH20011540, 
TRACH20021380, TRACH20073990, TRACH20081270, TRACH20090060, TRACH20 149720, TRACH20 149740, 

10 TRACH201 69390, TRACH20 163470, TRACH20 165330, TRACH201 67090. TRACH201 73680, TRACH20 190460, 
UMVEN1 0001 380, UTERU20036770, UTERU20040150, UTERU20045200, UTERU200641 20, UTERU20086530, 
UTERU20087070, UTERU20 087850, UTERU20089300, UTERU20089620, UTERU20095100, UTERU20099040, 
UTERU201 03200, UTERU20 125810, UTERU201 27030. UTERU20127150, UTERU20 139760, UTERU20188840 
[0067] The following 1 21 clones presumably belong to glycoproteln-related proteins. 

15 ADRGL20020290, ADRGL20036840, ADRGL20059610, ADRGL20066770, ASTRO20055570, BNGH420046790, 
BNGH420077980, BRACE20051930, BRACE20069000, BRACE20204670, BRACE20216950, BRAMY20013670, 
BRAMY20089770, BRAMY20261210, BRAWH20039640, BRCAN 10000760, BRCAN20005230, BRCOC20003600, 
CD34C20001760, CTONG2001 7490, CTONG20036990, GTONG20045500, CTONG20059130, CTONG20079590, 
CTONG20086210, GTONG201 84830, DFNES200 18000, DFNES20080880, FCBBF30004340, FCBBF30029250, 

20 FCBBF30062490, FCBBF30091520, FCBBF301 64510, FCBBF30171230, FCBBF301 95690, FCBBF30223210, 
FEBRA20038220, HCHON20016050, HLUNG20015070, HLUNG20032460, HLUNG20037160, HLUNG20041540, 
KIDNE201 42900, KIDNE20169180, KIDNE20186170, KIDNE201 89960, MESAN20021220, MESAN20058110, 
NT2NE20064780, NT2NE20140130, NT2NE201 55650, NT2RP70056690, NTONG20053630, OGBBF20000740, 
OCBBF20012520, OCBBF201 10210, OCBBF201 20010, OCBBF201 65900, OCBBF201 66910, OCBBF20191950, 

25 PEBLM20001800. PLACE60004260, PLACE60087680, PLACE601 13340, P LAC E601 84870. PROST20033240, 
PROST20099090. PROST201 08850, PROST201 46590, SKMUS20073150, SKNMC20006360, SMINT20028840, 
SMINT20056230, SMIMT20083290, SMINT20091190, SPLEN20024620. SPLEN20063890, SPLEN20080070, 
SPLEN20090B80, SPLEN201 18050, SPLEN20139100, SPLEN201 83020, SPLEN20201 830, TESTI10000190, 
TESTI20031 31 0, TESTI20043990, TESTI20045390, TESTI20051 200, TESTI20067590, TESTI20059080, 

30 TESTI20066330, TESTI20086840, TESTI201 00090, TESTI201 06910, TESTI201 54370, TESTI201 64210, 
TESTI201 82760, TESTI201 84750, TESTI201 991 1 0, TESTI2021 91 1 0, TESTI20220230, TESTI20245600, 
TESTI20251610, TESTI20257910, TESTI20286590, THYMU20024500, THYMU20028150, THYMU20052830, 
THYMU20062770. THYMU20099060, THYMU201 70080, THYMU201 78440. TRACH20011010, TRACH20011640, 
TRACH20021380, TRACH201 49740, TRACH20 170860, TRACH201 90460, UTERU20086630, UTERU20087070, 

35 UTERU201 27030 

[0068] The foilowing 88 clones presumably belong to signal transduction-related proteins. 

ASTRO20060810, ASTRO20052420, ASTRO20085080, ASTRO20090680, BNGH420008150, BNGH42001 5760, 
BNGH420035290, BNGH420086030, BRAMY20035830, BRAMY2004363a, BRAMY201 18490. BRAMY20206340, 
BRAMY20244490, BRAMY20251210, BRAMY20263000, BRAWH20093040, BRAWH20 190550, CTONG20004520, 

40 CTONG20029030, CTONG20030280, CTONG20063930. CTONG20070720, CTONG201 89000, FCBBF30001100, 
FCBBF30076310, FCBBF301 00080, FCBBF301 43550, FCBBF30163170, FCBBF301 76360. FCBBF30250980, 
FEBRA20090160, FEBRA20 173330, HCHON20000870, HLUNG20011260, HLUNG20084790, KIDNE20089870, 
KIDNE201 60360, LIVER20011640, MESAN20021130, MESAN20027240, MESAN20065990, NT2NE2001 8890, 
NT2NE20042550, NT2RP70075800, NTONG20043080, NTONG20048440, PLACE60071800, PROST20033240, 

45 PROST20052850, PROST20066790, PROST20075280, SKNSH20052400, SKNSH20067920, SMINT20006020, 
SMINT20035060, SPLEN20023540, SPLEN20039180, SPLEN20048800, SPLEN20049840, SPLEN20064160, 
SPLEN20085910, SPLEN201 91020, SPLEN201 98390, TESTI20046490, TESTI20049060, TESTI20053070, 
TESTI20066650, TESTI20081 890, TESTI20095770, TESTI201 06820, TESTI201 1 2860, TESTI201 45780, 
TESTI201 50420, TESTI201 68880, TESTI20205250. TESTI20228120, TESTI20244220. TESTI20244460, 

50 TESTI20251740, TESTI20261160, TESTI20264630, THYMU20013250, THYMU20039320, THYMU201 06990. 
THYMU201 45990, THYMU201 70080, THYMU201 76010, TRACH20188350 
[0069] The following 1 43 clones presumably belong to transcription-related proteins. 

ASTRO20038400, ASTRO20075150. BNGH420070370, BNGH420074600. BNGH420087430, BRAGE2000331 0, 
BRACE20061620, BRAIWY20001510. BRAI^Y20040580, BRAMY20076100, BRAMY20111780, BRAWH20040680, 
55 BRAWH20050740, BRAWH20080580, BRAWH20082920, BRAWH20095900, BRSSN20066440, CTONG20020950, 
CTONG20044230, CTONG20053990, CTONG20072930, CTONG20074000, CTONG20084660. CTONG201 86370, 
CTONG201 86520. DFNES20028170, DFNES20046840, DFNES20073320, FCBBF30003610, FCBBF30019140, 
FCBBF30021900. FCBBF300931 70, FCBBF30114860. FCBBF301 29010. FCBBF301 36230, FCBBF301 43560, 
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FCBBF30220060, FCBBF30228940, FCBBF30263080, FCBBF30285930, FCBBF500 03530, FEBRA20026820, 
FEBRA20027070, FEBRA20046510, FEBRA20057010, FEBRA20063720. FEBRA20 170240, HCH0N1 0000150, 
HCHON20002650. HEARTaO0 19310, HLUNG20014590. HLUNG20028110, HLUNG2006370 KIDNE201 40870, 
LIVER20006260, MESAN20016270, MESAN20038520, NT2NE20038870, NT2NE20053950, NT2NE20060750, 

5 NT2NE20061030, NT2NE20079670, NT2NE20082600, NT2RP70001120, NT2RP 70029780, NT2RP70046410, 
NT2RP70057500, NT2RP70075300, NT2RP70090870, OCBBF201 16250, OCBBF201 20950. OCBBF20121910, 
OCBBF201 56450. OCBBF201 57970, OCBBF201 66900, OCBBF201 75360, OCBBF20 177540, PEBLM20003260, 
PLACE60062940, PLACE60066970, PLACE601 22970, PLACE6015051 0, PLACE601 77880, PROST200071 70, 
PROST20024250. PROST20035170, PROST20 127450, PROST20151370, PROST20 155370, PUAEN1 0000650. 

10 PUAEN20003120, SMINT20011950, SMINT20026200. SMINT20030740. SMINT20039050. SMINT20044140. 
SMINT20086720, SPLEN20042200, SPLEN20043680, SPLEN20055600, SPLEN20059270, SPLEN20063250, 
SPLEN20098030, SPLEN201 97930, TESTI1 0001 570, TESTI 20057430, TESTI20057840, TESTI20059810, 
TESTI20067480. TESTI20068790, TESTI 20075240, TESTI20079220, TESTI20088840. TESTI201 04090, 
TESTI201 22070. TESTI201 66670, TESTI201 71 070. TESTI201 73960, TESTI201 84760, TESTI201 94880, 

15 TESTI201 97600, TESTI20228740, TESTI20254030, TESTI20254990, TESTI20266050, TESTI20274960, 
TESTI20282530, THYMU 10004280, THYMU20019260, THYMU20032820, THYMU20071120. THYMU20077250, 
TKIDN10001920. UTERU20016580, UTERU20026620, UTERU20041630, UTERU20094830, UTERU20099510, 
UTERU20101150. UTERU20 169020, UTERU201 77150, UTERU20 185220, UTERU20188670 
[0070] The following 331 clones presumably belong to disease-related proteins. 

20 ADRGL20020290, ADRGL20021910, ADRGL20026790, ADRGL20036840, ADRGL20059610, ADRGL20066770, 
ASTRO20038400, ASTRO20052420. ASTRO20055570, ASTRO20075150, ASTRO20088950, BNGH420008160, 
BNGH420086030, BRACE1 0000510, BRACE2000331 0, BRACE20069000, BRACE20097540, BRACE201 94670, 
BRACE20196180, BRACE20204670, B R AC E202 16950, BRAMY20003540, BRAMY20005080, BRAMY20035830, 
BRAMY20040580, BRAMY20043630, BRAMY20044920, BRAMY20051820. BRAIVIY20056620, BARMY20089770, 

25 BRAMY20111780, BRAMY201 52510, BRAMY201 90550, BRAMY20221600, BRAMY20227860, BRAMY2027451 0, 
BRAWH20082920. BRAWH20093040. BRAWH20095900, BRAWH20 190530, BRAWH20191980, BRCAN 10000760, 
BRCAN1 0001 050, BRCAN20005230, BRSSN20066440, CTONG20004620, CTONG20029030, CTONG20042640, 
CTONG20045500, CTONG20052780, CTONG20053990, CTONG20070780, CTONG20070910, CTONG20072930, 
CTONG20083980, CTONG20084660, CTONG20 165750, CTONG20 169040, CTONG201 83430, CTONG201 83830, 

30 CTONG201 86290, CTONG201 89000. DFNES200 16470, DFNES20025500, DFNES20046840, DFNES20055400, 
DFNES20080880, FCBBF1 0000230, FCBBF20035490. FCBBF20066340, FCBBF30002270, FCBBF30002280, 
FCBBF30019140, FCBBF30053300, FCBBF30071500, FCBBF30072440, FCBBF30076310, FCBBF30080730, 
FCBBF301 00080, FCBBF301 15920, FCBBF301 18670, FCBBF301 29010, FCBBF301 32050, FCBBF30 136230, 
FCBBF30153170, FCBBF301 64510, FCBBF301 66220, FCBBF30171230, FCBBF30 175350, FCBBF301 94550, 

35 FCBBF30220050, FCBBF30223210, FCBBF30269050, FCBBF30263080, FCBBF30275590, FCBBF50001650, 
FEBRA20027070, FEBRA20045380, FEBRA20046200, FEBRA2004651 0, FEBRA20057010, FEBRA20063720. 
FEBRA20078800, FEBRA20087550, FEBRA2008881 0. FEBRA20090160, FEBRA20092760. FEBRA20151750, 
FEBRA201 70240. FEBRA201 73330. FEBRA20191720. HCH0N1 00001 50, HCHON200 16050. HEART20009590. 
HEART20022200, HEART20063100, HHDPC20081230, HLUNG20008460, HLUNG20014590, HLUNG20032460, 

40 HLUNG20063700. HLUNG20065990, HLUNG20069350, HLUNG20081530, HLUNG20082350, HLUNG20083330, 
HLUNG20085210, KIDNE20081170, KIDNE20084040, KIDNE20088240, KIDNE20089870, KIDNE20 133460, 
KIDNE201 34890, KIDNE20141700, KIDNE201 42900, KIDNE201 50730, KIDNE20 152440. K(DNE201 60360, 
KIDNE201 65390, KIDNE20169180, KIDNE201 73430, KIDNE201 89960, LIVER20026440. MESAN20006200, 
MESAN20021130, MESAN20033220, MESAN20056890, MESAN20057240, MESAN20065990. MESAN20067430. 

45 MESAN20069530, NESOP20004520, NT2NE200 18890, NT2NE20026200, NT2NE20037050, NT2NE20053950, 
NT2NE20061030, NT2NE20111190. NT2NE201 17580, NT2NE201 19980. NT2NE20140130, NT2NE20141040, 
NT2RI20093010, NT2RP70003110, NT2RP70046410, NT2RP70075300, NTONG200321 00, NTONG20034540, 
OCBBF20000740, OCBBF20012520, OCBBF20111600, OGBBF201 20010, OGBBF201 56450, OCBBF201 57970, 
OCBBF20191950, PEBLM20001800, PEBLM20003260, PLACE60004260, PLACE6001262 PLACE60054230, 

50 PLACE60054870, PLACE60062660, PLACE60087680, P LAC E60 184870, PROST200 15210, PROST20024250, 
PROST20036350, PROST20050390, PROST20058860, PROST20063430, PROST20065790, PROST20084720, 
PROST20099090, PROST20 120070, PROST20 127450, PROST201 46590, PROST201 52510, PROST201 68600, 
PUAEN1 0000650, PUAEN20003120, SKMUS20008730, SKMUS20017400, SKMUS20040440, SKIVIUS20073590, 
SKMUS20079150, SKNSH2000971 0, SMINT20002320. SMINT20007470, SMINT20008110. SIVIINT20011950, 

55 SMINT20016150, SMINT20026200, SMINT20030740, SM1NT20049920, SMINT20077960, SMINT20083290, 
SMINT20086250, SMINT20089600, SMINT20091190. SPLEN20023540, SPLEN20024190, SPLEN20042200, 
SPLEN20043680, SPLEN20065600, SPLEN20057830, SPLEN20059270, SPLEN20063B90. SPLEN20073500, 
SPLEN20080070, SPLEN20085910, SPLEN20090880, SPLEN20098030, SPLEN201 18050. SPLEN201 36730, 
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SPLEN20138600, 
SPLEN20201830, 
TESTI20050720. 
TESTI20067480, 
TESTI201 25920, 
TESTI201 50420, 
TESTI201 82760, 
TESTI20201760, 
TESTI20251740, 
TESTI20271790, 



SPLEN20139100, SPLEN201 39360, 
TESTI1 00001 90, TESTI20031 310, 



TESTI20051200, 
TESTI20071630, 
TESTI201 30530. 
TESTI201 54370, 
TESTI201 84750, 
TESTI20207170, 
TESTI20252690, 
TESTI20274960. 



TESTI20057430, 
TESTI20099350, 
TESTI20131440, 
TEST1201 64210, 
TESTI201 93080, 
TESTI20219110, 
TESTI20254030, 



SPLEN201 80980, SPLEN201 87490, SPLEN201 93790, 
TESTI20035790, TESTI20041630, TESTI20049060, 
TESTI20059080, 
TESTI201 05910, 
TESTI201 42540, 
TESTI201 68880, 
TESTI201 96970, 
TEST(20244430. 
TESTI20258720. 



TESTI20057590, 
TESTI20105130, 
TESTI201 34680, 
TESTI201 66670, 
TESTI201 94880, 
TESTI20228740, 
TESTI20257910, 



TESTI20062120, 
TESTI201 08060, 
TESTI20143180. 
TESTI20171070. 
TESTI201 97600, 
TESTI20246480. 
TESTI20266050, 



TESTI20282530, TESTI20286590, THYMU 10004280, THYMU20006020, 
THYMU20013250, THYMU20019260, THYMU20023560, THYMU20028160, THYMU20032820, THYMU20034400, 
THYMU20055460, THYMU20063650, THYMU20070250, THYMU20071120. THYMU20b81110, THYMU20090230, 
THYMU20095920, THYMU20098350, THYMU20099060, THYMU20 120730, THYMU20121040, THYMU20 170080, 
THYMU201 85650, THYMU20191970, TKIDN 10000620, TKIDN1 0001 920, TRACH20011540, TRACH20091070, 
TRACH201 43710, TRACH20 170860. UTERU1 0001 060, UTERU20026620, UTERU20041630. UTERU20086530, 
UTERU20087070, UTERU20087850, UTERU20099510, UTERU20101150, UTERU201 04310, UTERU201 27030, 
UTERU201 85220 

[0071] The following 21 9 clones presumably belong to the category of enzymes and/or metabolism-related proteins. 
ADRGL20059610, ASTRO20026320, ASTRO20050810, ASTRO20088950, BNGH420008150, BNGH420035290, 
BNGH420074600, BRACE20050870, BRACE20097540, BRACE20200770, BRACE20204670, BRACE20215410, 
BRAMY20003540, BRAMY20005080, BRAMY20027990. BRAMY20028620. BRAMY20044920, BRAMY20055760, 
BRAMY20056620, BRAMY20072870. BRAMY20093490,-BRAMY20096930, BRAMY20118490, BRAMY201 25360. 
BRAMY201 43870, BRAMY201 52510, BRAMY20231150, BRAMY20244490, BRAMY20251210, BRAWH20021910, 
BRAWH20082920, BRAWH20093040, BRAWH20094900, BRAWH20183170, BRAWH20 188750, BRAWH20 190550, 
BRAWH20191980. BRCAN20005230, BRCOC20003600. CTONG200511 00. CTONG20070910, GTONG20076810. 
CTONG20079590, GTONG20080140. CTONG20085210, CTONG201 86290, DFNES20063460, DFNES20080880. 
FCBBF20023490, FCBBF20066340, FCBBF30004340. FCBBF30019140, FCBBF30022680, FCBBF30029250, 
FCBBF30072440, FCBBF30076310, FCBBF30085560, FCBBF30091520, FCBBF30 107290, FCBBF301 25880, 
FGBBF301 32050, FGBBF301 43550, FCBBF30153170, FGBBF30 166220, FCBBF30171230, FCBBF301 75350, 
FCBBF30236670, FGBBF30260480, FEBRA20038220, FEBRA20040560, FEBRA20078800, FEBRA20090160, 
FEBRA201 72230, FEBRA201 73330, HCHON20000870, HCHON2000271 0, HEART1 0001490, HEART20022200, 
HEART20047640, HEART20082570, HLUNG20011260, HLUNG20032460, HLUNG20041540. HLUNG20042730, 
HLUNG20054790, KIDNE20080690. KIDNE20083620. KIDNE20084040. KIDNE20147170, KIDNE201 52440, 
KIDNE201 731 50. KIDNE201 861 70, KIDNE201 89960, LIVER2001 1 640, LIVER20026440, LIVER20055270. 
MESAN20021130, MESAN20033220, MESAN20038520, MESAN20057240, MESAN20058110. MESAN20065990, 
MESAN20095800. NT2NE20026200, NT2NE20042550, NT2NE201 17580, NT2NE20 127900. NT2R 120093010, 
NT2RP70064570, NTONG20 034540, NTONG20043080, NTONG20053630, NTONG20053730, NTONG20058010, 
OCBBF201 20010, OCBBF201 67290, OCBBF20191950. PANCR1 0000860, PLACE60052940, PIJVCE60064180, 
PLACE60073090, PLACE60095600, PLACE601 84410, P LAC E60 188630, PROST20007600, PROST20033240, 
PROST20036350, PROST20 039300, PROST20050390, PROST20051 31 0, PROST20052850, PROST20065790, 
PROST20075280, PROST20084720, PROST20099090, PROST20 108850, PROST201 62510, PUAEN20001620, 
PUAEN20002470, SKNMC20a06350, SKNSH20057920, SMINT20008110, SMINT20049920, SMINT20094680, 
SPLEN20023540, SPLEN20024930, SPLEN20043680, SPLEN20048800, SPLEN20054500, SPLEN20057900, 
SPLEN20071820, SPLEN20080070, SPLEN20085910, SPLEN201 08000, SPLEN20 136730, SPLEN201 80980, 



TESTI20012080, 
TESTI20059080, 
TESTI201 06820, 
TESTI201 68880, 
TESTI20212970, 
TESTI20250630, 



TESTI20030200, 
TESTI20062120. 
TESTI201 08060, 
TESTI20170170, 
TESTI20222030, 
TESTI20260640, 



TESTI20031310, 
TESTI20066330, 
TESTI201 12860, 
TESTI201 96690, 
TESTI20226520, 
TESTI20262940. 



TESTI20038240, 
TESTI20076570, 
TESTI20121040, 
TESTI201 96970, 
TESTI20227380, 
TESTI20264530, 



TESTI20050720, 
TESTI201 03690, 
TESTI201 30530, 
TESTI20199110, 
TESTI20244460. 
TESTI20285230. 



TESTI20051200, 
TESTI20105130, 
TESTI20131440, 
TESTI20205250, 
TESTI20244730, 
THYMU20006020, 



THYMU20013250, THYMU20034400, THYMU20039320, THYMU20055460, THYMU20055760, THYMU20063650, 
THYMU20066660, THYMU20070250, THYMU20087270, THYMU20096580, THYMU20 100940, THYMU20110720, 
THYMU201 20240. THYMU20 120730, THYMU20 170230, TRACH20011010. TRACH20021380, TRACH20091070, 
TRAGH20113020, TRACH201 43710, TRACH20164100, TRACH201 90460, UTERU20087070. UTERU20089620, 
UTERU201 04310, UTERU201 85220, UTERU201 88670 

[0072] The following 44 clones presumably belong to the category of cell division- and/or cell proliferation-related 
proteins. 

ASTRO20090680, BRACE20079370, BRAMY20234820, BRGAN1 0001 050, BRCAN20005410, CTONG20032930, 



54 



EP 1 308 459 A2 



FCBBF20070950, FCBBF30002270, FCBBF30053300, FCBBF301 05860, FCBBF301 75350, FCBBF3021 5240, 
FCBBF30275590, FEBRA20045380, HLUNG20068120, KIDNE20 134890, KIDNE20 150730, MESAN20021470, 
NT2NE20077250, NT2NE201 63620, NT2RP70030840. NTONG20053910, OCBBF201 11370, OCBBF201 74580, 
PROST20063430, SKNMC 10001230, SMINT20028800, SPLEN20023540. SPLEN20057830, SPLEN201 39360, 
5 TESTI20031410, TEST 120057840, TESTI20065650, TESTI20066650, TESTI 20 107320, TESTI20 108060, 
TESTI20114480, TESTI201 34680, TESTI2014318 TESTI20 150920, TESTI20201760, TESTI20278280, 
TESTI20284260, THYMU20097920 

[0073] The following 80 clones presumably belong to the category of cytoskeleton-related proteins. 
ADRGL20062330. ASTR020053430, BGGI120000670. BRACE20079370, BRAMY20038980, BRAMY20083330, 

10 BRAMY20094890. CTONG20004110, CTONG20032930, CTONG20077760, CTONG20083980. CTONG201 69040, 
CTONG201 83430, DFNES20018000, FCBBF301 05860, FCBBF301 30410, FCBBF301 94550, FCBBF30201630, 
FCBBF30271990, FEBRA20005040, FEBRA20046200, FEBRA20099860, HCHON20015050, HLUNG20081530. 
KIDNE20081170, NT2RP70001730, NT2RP70003110, NTONG20032100, OCBBF201 66890, OCBBF201 74890, 
PLACE60054870, PLACE60055590, PLACE60071800, PLACE60118810, PROST20015210, PROST20097840, 

15 PROST201 20070, PROST20 146690, SKMUS20007260, SKMUS20008730, SKMUS20017400, SKMUS20073690, 
SMINT20062050, SMINT20074330, SMINT20077960, SPLEN20039180, SPLEN20049840, SPLEN20076470, 
SPLEN20182990. SPLEN201 87490. SPLEN201 95710, TESTI10000190, TESTI20041 630, TESTI20057880, 
TESTI20058920, TESTI20060080, TESTI20064630, TEST 120064650, TESTI20065650, TESTI20067440, 
TESTI20071130, TESTI20099350, TESTI20112540. TESTI20 125280, TESTI201 36010, TESTI20 153310, 

20 TESTI201 75370, TESTI 20222460, TESTI20244430, TESTI 20254030, TESTI20258720, THYMU20024500, 
THYMU20062610, THYMU20098350, TRACH20043360, TRACH20098510, TRACH20 149500, UTERU20089390, 
UTERU20122620, UTERU201 68960 

[0074] The following 70 clones presumably belong to the category of nuclear proteins and/or RNA synthesis-related 

proteins. 

25 ASTRO20026320, BRACE20050870. BRACE20200770, BRAMY201 34050, BRAWH20063010, BRAWH20093040, 
BRAWH201 74330. BRAWH201 76850, CTONG20042640, FCBBF20023490, FCBBF20035490, FCBBF20070950, 
FCBBF30002270, FCBBF30048420, FCBBF30080730, FCBBF301 15920, FCBBF30236670, FEBRA20035240, 
FEBRA20092760, FEBRA20 173330, HHDPC20081230, HLUNG20011460, HLUNG20068120, KIDNE20089870, 
KIDNE201 50730, MESAN20056890, MESAN20057240, NT2NE20037050, NT2NE201 67660, NT2RP70031070, 

30 NTONG20053730, PLACE600641 80, PLACE60095600, PROST2001 6760, PROST20051310. PROST20058860, 
PROST201 52510. PUAEN20002470, SKMUS20079150, SKNSH20030640, SPLEN20023850, SPLEN20057830, 
SPLEN201 39360, SPLEN201 90430, TESTI20006830, TESTI20030200, TESTI20031410. TESTI20035790, 
TESTI20062120, TESTI20065650, TESTI20081890, TESTI201 50920, TESTI2015331 0, TESTI20201760, 
TESTI20212970, TESTI20227380, TESTI20251740, TESTI20256560. TESTI20260640. TESTI20270130, 

35 TESTI20284260, TESTI20285230, THYMU20021090. THYMU20049060, THYMU20066660, THYMU20081110, 
THYMU20090230, THYMU201 20240, UTERU 10001 060, UTERU20104310 

[0075] The following 20 clones presumably belong to the category of protein synthesis- and/or protein transport- 
related proteins. 

BRAMY20038980, BRAMY2027451 0, CTONG20008190, CTONG20033610. FCBBF2001 8680, FEBRA20090220, 
40 KIDNE20141700. NT2NE20 167660, NTONG20055200, PLACE600 12620, PROST20036350, PROST20062820, 
SKMUS20040440, SMINT20000070. SPLEN201 80980, TESTI20055680, TESTI20067440, TESTI20 107240, 
THYMU20096580, THYMU20121040 

[0076] The following 1 0 clones presumably belong to the category of cellular defense-related proteins. 
ASTRO20089600, BRAMY201 17670, FEBRA20087550, HLUNG20081390, MESAN20057240, NTONG20031580, 
45 PROST20007600, SPLEN20023850, SPLEN20043680, TESTI20261 680 

[0077] The following 1 9 clones presumably belong to the category of development and/or differentiation-related pro- 
teins. 

BRACE20061620, BRACE20200770. BRAMY200 13670, CTONG200 17490. GTONG 20020950. HCH0N1 0000150, 
MESAN20021470, OCBBF201 65910, PROST201 55370, PUAEN20002470. TESTI20079220, TESTI20079980, 
50 TESTI201 66670, TESTI20 184760. TESTI20252690, TRACH20040390, UTERU20089620, UTERU20094830, 

UTERU201 69020 

[0078] The following 1 68 clones presumably belong to the category of DNA- and/or RNA-binding proteins. 
ASTRO20038400, BGG1 1200 10750, BNGH420070370, BRACE20003310. BRACE20061620, BRAMY20001510. 
BRAMY20040580. BRAMY20076100, BRAMY20111780. BRAMY20274510. BRAWH20040680, BRAWH20050740, 
55 BRAWH20063010, BRAWH20080580. BRAWH20095900, BRAWH201 74330, BRSSN20066440, CTONG20020950, 
CTONG20044230. CTONG20053990. CTONG20072930, CTONG20074000, CTONG201 65750, CTONG20 186370, 
CTONG201 86520. DFNES20046840. DFNES20073320, FCBBF20035430, FCBBF20070950. FCBBF30002270. 
FCBBF30003610. FCBBF30019140, FGBBF30021 900, FCBBF30048420, FGBBF30080730, FCBBF30093170. 
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FCBBF30114850, FCBBF301 29010, FCBBF301 36230, FCBBF30220050, FCBBF30228940, FCBBF30236670, 
FCBBF30263080, FCBBF30285930, FCBBF50003630. FEBRA20026820, FEBRA2002707Q, FEBRA20035240, 
FEBRA20046510, FEBRA2006701 0, FEBRA20063720, FEBRA20087550, FEBRA20092760, FEBRA201 70240, 
FEBRA201 77800, HCHON20002650, HEART20019310, HEART20063100, HHDPC20081230, HLUNG20011460, 

5 HLUNG20014590, HLUNG20028110, HLUNG20063700, HLUNG20068120, KIDNE201 40870, LIVER20006260, 
MESAN20016270. MESAN20056890. MESAN20057240, NT2NE20038870, NT2NE20053950, NT2NE20060750, 
NT2NE20079670, NT2NE2 0082600, NT2NE20087270, NT2RP70029780, NT2RP70046410, NT2RP70057500, 
NT2RP70075300, NT2RP70090870, OCBBF20116250, OCBBF201 20950, OGBBF20121910, OCBBF201 56450, 
OCBBF20 157970, OCBBF201 66900, OCBBF201 75360, OCBBF201 77540. PEBLM 10001 470, PEBLM20003260, 

10 PLAGE60066970. FLAG E60 122970, PLACE60 177880, PROST200071 70, PROST20024250, PROST200351 70. 
PROST20051310, PROST20058860, PROST20151370, PROST20 155370, PU AEN200031 20, SMINT20011950, 
SMINT20030740, SMINT20039050, SMINT20044140, SMINT20086720, SPLEN20042200, SPLEN20043680, 
SPLEN20055600, SPLEN20059270, SPLEN20063250, SPLEN201 39360, SPLEN20 190430, TESTI1 0001 570, 
TESTI20006830. TESTI20030200, TESTI20031410, TESTI20035790, TESTI20057430, TESTI2005981 0. 

IS TESTI20062120, TESTI20067480, TESTI20068790, TESTI20075240, TESTI 20079220, TESTI20088840, 
TESTI201 04090, TESTI201 34970, TESTI201 66670. TESTI201 71 070, TESTI201 73960, TESTI201 84760, 
TESTI201 97600, TESTI20201760, TESTI2021 2970, TESTI20227380, TESTI20228740, TESTI2024648a, 
TESTI20264030, TESTI20254990, TESTI20266050, TESTI20268240, TESTI202701 30, TESTI20274960, 
TESTI20282530. TESTI20284260. TESTI20285230, THYMU1 0004280, THYMU20019260. THYMU20023560, 

20 THYMU20032820, THYMU20049060, THYMU20066660, THYMU20071120, THYMU20077250, THYMU2008111Q, 
THYMU20090230, TKIDN1 0001 920, TRACH201 08240. UTERU1 0001 060. UTERU20026620. UTERU20041630, 
UTERU20094830, UTERU20099510, UTERU201 01150, UTERU20 169020. UTERU20177150. UTERU201 88670 
[0079] The following 93 clones presumably belong to the category of ATP- and/or GTP-binding proteins. 
ASTRO20026320, BNGH420035290, BRACE20050870, BRACE20079370, BRACE20200770, BRAMY20055760, 

25 BRAMY20118490, BRAMY20244490, BRAMY20251210, BRAWH20093040, BRAWH201 90550. BRCAN1 0001 050, 
BRCOC20003600, CTONG200081 90, CTONG20030280. CTONG20032930. CT0NG201 76040. CTONG201 84830, 
FCBBF20023490, FCBBF30019140, FCBBF30076310. FCBBF301 05860, FCBBF301 75350, FCBBF30201630, 
FGBBF30236670, FEBRA20005040, FEBRA200901 60, FEBRA201 73330, HCHON20000870, HLUNG20011260, 
HLUNG20052300, KIDNE20081170, KIDNE20 134890. LIVER20030650. LIVER20055270, MESAN20065990, 

30 NT2NE20042550, NTONG20043080. NTONG20055200. OCBBF201 82060, PLACE60054870. PLACE60064180, 
PLACE60095600. PLACE 60 140640, PROST2001 521 0, PROST20033240, PROST20036350, PROST20051310, 
PROST20052850, PROST20062820. PROST20 075280, PROST20 120070. PUAEN20002470, SKNSH20052400, 
SKNSH20057920, SMINT20008110, SPLEN20023850, SPLEN20043680, SPLEN20049840. SPLEN201 36730. 
SPLEN201 80980. SPLEN201 93790, TESTI20055680, TESTI20058920, TESTI20060080, TESTI20064650, 

35 TESTI20071130. TESTI20099350. TESTI201 06820, TESTI201 12860, TESTI 20 134680, TESTI201 36010, 
TESTI201 431 80, TESTI201 75370, TESTI2021 2970, TESTI20222460. TESTI20227380, TESTI20244220, 
TESTI20244460. TESTI2 0264530, THYMU20013250, THY MU20 039320. THYMU2006261 0. THYMU20066660. 
THYMU20087270. THYMU20096580, THYMU201 00940. THYMU201 76010. TRACH20043360, TRACH2009851 0, 
TRACH201 13020, UTERU20 185220, UTERU201 88670 

40 [0080] Among the clones other than the ones shown above. BNGH42003641 0, FCBBF30257370 are clones which 
were predicted to highly possibly belong to the category of secretory protein and/or membrane protein based on the 
result of domain search by Pfam. 
SMINT20044730, TESTI201 40970 

[0081] The two clones shown above are clones which were predicted to highly possibly belong to the category of 

45 glycoprotein-related protein based on the result of domain search by Pfam. 

BRACE20055560, CTONG20046690. DFNES20043710, FCBBF30005500. 1\/IESAN20030350, MESAN20030370, 
PLACE60074820, TESTI20058350, TESTI20106170, TRACH20131230, UTERU20000950 
[0082] The 11 clones shown above are clones which were predicted to highly possibly belong to the category of 
signal transduction-related protein based on the result of domain search by Pfam. 

50 ASTRO20010290, BRACE20099070, CTONG20007660. DFNES20076340, DFNES20094820, FCBBF301 25460, 
FCBBF30142290, FCBBF301 69280, FEBRA20031000, NT2NE20026510, NT2RP70031340, P LAC E5000 1390, 
SPLEN20135030, TESTI20046890. TESTI20060350, TESTI20 166290, TESTI2 02591 10, THYMU20184550 
[0083] The 18 clones shown above are clones which were predicted to highly possibly belong to the category of 
transcription-related protein based on the result of domain search by Pfam. 

55 ADRGL20047770, ADRGL20079060, BRACE20014450, BRACE20051600, BRAWH 20 185260, CTONG20033750. 
CTONG20070090, CTONG201 90290, FCBBF20020440, FCBBF30005360, FCBBF301 73960, FEBRA20031000, 
KIDNE20087880, LIVER20013890, MESAN20030350, MESAN20030370. OCBBF20113110. PLACE60074820. 
PLACE60093380, PROST20028970, PROST20102190, SALGL1 0001 070, SPLEN20006950. SPLEN20011350. 
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SPLEN20050090, TESTI20060830, TESTI200661 50, TESTI201 20900, TESTI201 3231 0, TESTI20 148380, 
TESTI201 62980, TESTI20 166290, TESTI202051 00. THYMU201 12590, TRACH20029880 
[0084] The 35 clones shown above are clones which were predicted to highly possibly belong to the category of 
enzyme and/or metabolism-related protein based on the result of domain search by Pfam. 
5 PLACE60054820. TESTI201 97030 

[0085] The two clones shown above are clones which were predicted to highly possibly belong to the category of 
cell division and/or cell proliferation-related protein based on the result of domain search by Ram. 
ASTRO20006530, OCBBF2001 6390, TRACH20058000 

[0086] The three clones shown above are clones which were predicted to highly possibly belong to the category of 
10 cytoskeleton-related protein based on the result of domain search by Pfam. 
BRACE20065470, PLACE60054820 

[0087] The two clones shown above are clones which were predicted to highly possibly belong to the category of • 
nuclear protein and/or RNA synthesis-related protein based on the result of domain search by Pfam. 
ASTRO20010290, BRACE20099070, BRAWH20014690, CTONG20007660, DFNES20076340, DFNES20094820, 
15 FCBBF301 25460, FCBBF301 42290, FCBBF30 169280, FEBRA20031000, MESAN20034440, NT2NE20026510, 
NT2RP70031340, PLACE50001390, SPLEN201 35030, TEST 120046 890, TESTi20060350, TESTI201 66290, 
TESTI20259110. THYMU201 04480, THYMU20 184550 

[0088] The 21 clones shown above are clones which were predicted to highly possibly belong to the category of 
DNA- and/or RNA-binding protein based on the result of domain search by Pfam. 
20 KIDNE201 33880, MESAN20030350, MESAN20030370. TESTI20059480 

[0089] The four clones shown above are clones which were predicted to highly possibly belong to the category of 
ATP- and/or GTP-binding proteins based on the result of domain search by Pfam. 

[0090] The 205 clones shown below are clones which were unassignable to any of the above-mentioned categories, 
but have been predicted to have some functions based on homology search using their full-length nucleotide sequences 
25 and motif search in their estimated ORFs. Clone Name, Definition In the result of homology search or Motif Name in 
the motif search, demarcated by a double slash mark (//), are shown below. 
ADRGL20022600//DIAPHANOUS PROTEIN HOMOLOG 1 (P140MDIA). 
ADRGL20023920//ABC1 PROTEIN HOMOLOG PRECURSOR. 

ASTR020001910//Rattus norvegicus mRNA for annexin V-binding protein (ABP-10), partial cds. 
30 ASTR0200091 40//PUTATI VE COMPETENCE-DAMAGE PROTEIN. 

ASTR020046280//PSU1 PROTEIN. 

ASTR020058960//DNA damage inducible protein homolog - fission yeast (Schizosaccharomyces pombe) 
BNGH420024870//C2 domain// 02 domain// 02 domain 
BRACE20007330//RING CANAL PROTEIN (KELCH PROTEIN). 
35 BRACE20052430//Homo sapiens AMSH mRNA, complete cds. 
BRACE20054600//Xenopus laevis mRNA for Kielin, complete cds. 
BRACE2005981 0//rSC-22/dip/bun family 

BRACE20063540//MEROZOITE SURFACE PROTEIN CMZ-8 (FRAGMENT). 
BRACE20079200//Xenopus laevis mRNA for Kielin, complete cds. 
40 BRAMY20016780//Proprotein convertase P-domain 
BRAMY20023640//UBX domain 

BRAMY20045420//Domain found in Dishevelled, Egl-10, and Pleckstrin 
BRAMY20056840//UBE-1 C2 

BRAMY20063750//Homo sapiens HRIHFB2007 mRNA, partial cds. 
45 BRAMY201 02900//Homo sapiens RU1 (RUI) mRNA, complete cds. 
BRAMY2015B550//CALMODULIN. 

BRAMY20223010//MUS musculus leucine-rich glioma-inactivated 1 protein precursor, (Lgil) mRNA, complete cds. 
BRAMY20238630//TETRATRICOPEPTIDE REPEAT PROTEIN 4. 
BRAMY20245760//Araneus diadematus fibroln-4 mRNA, partial cds. 

50 BRAWH20047790//HMG (high mobility group) box 

BRSSN2000561 0//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, complete 
cds. 

BRSSN20005660//Bacterial type II secretion system protein 

BRSSN20093890//Homo sapiens mRNA for Kelch motif containing protein, complete cds. 
55 CTONG20041 1 50//Streptomyces ansochromogenes strain 71 00 SanE (sanE) gene, complete cds. 
CTONG20066110//Homo sapiens DEME-6 mRNA, partial cds. 
CTONG20069420//Ribosomal protein S14p/S29e 
CTONG20071040//BETA CRYSTALLIN B2 (BP). 
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CTONG200741 70//DENN (AEX-3) domain 
CTONG20083430//Nuc!ear transition protein 2 

CTONG20170940//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN). 
CTONG201 74290/yTRICHOHYALIN. 
5 CTONG201 74580//Homo sapiens mRNA for vascular Rab-GAP/TBG-containing protein complete cds. 
CTONG20180690//Collagen triple helix repeat (20 copies) 
CTONG201 86550//cca3 protein - rat 
CTQNG20188080//TPR Domain 

FCBBF10004760//Homo sapiens GAP-iil<e protein (N61) mRNA, complete cds. 
10 FCBBF20033360//RING CANAL PROTEIN (KELCH PROTEIN), 
FCBBF20041380//SAM domain (Sterile alpha motif) 
FCBBF20043730//UBA domain 

FCBBF20066580//l\/lus musculus NSD1 protein mRNA, complete cds. 
FCBBF20069660//rPR Domain 
15 FCBBF30019180//SERINEyTHREONINE PROTEIN PHOSPHATASE 2A, 65 KDA REGULATORY 

SUBUNiT A, ALPHA ISOFORM (PP2A, SUBUNIT A, PR65-ALPHA ISOFORM) (PP2A, SUBUNiT A, R1 -ALPHA ISO- 
FORM). 

FCBBF30026580//Homo sapiens retinoblastoma-associated protein RAP140 mRNA, complete cds. 
FCBBF30035570//C2 domain 
20 FCBBF30079770//D-isomer specific 2-hydroxyacid dehydrogenases 

FCBBF301 001 20//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, complete 
cds. 

FCBBF30100410//MUS musculus testis-specific Y-encoded-like protein (TspyH) mRNA, complete cds. 
FCBBF3011 8890//Drosophila meianogaster La related protein (larp) mRNA, partial cds. 
25 FCBBF30138000//trg protein - rat 

FCBBF30157270//Rattus norvegicus PAP IN mRNA, complete cds. 

FCBBF30161 780//gag gene protein p24 (core nucleocapsid protein)// Zinc knuckle 

FCBBF30198670//dof protein - fruit fly (Drosophila meianogaster) 

FCBBF30222910//l\/lus musculus Rap2 interacting protein 8 (RPIP8) mRNA, complete cds. 
30 FCBBF30255680//Rattus norvegicus brain specific cortactin-blnding protein CBP90 mRNA, partial cds. 
FCBBF30260210//Drosophila meianogaster KISMET-L long Isofomn (kis) mRNA, complete cds. 
FCBBF30282020//cca3 protein - rat 

FCBBF40000610//late gestation lung 2 protein [Rattus norvegicus]. 

FEBR/^0029620//Leuclne Rich Repeat// Leucine Rich Repeat// Leucine Rich Repeat 
35 FEBR/\20031 1 50//Homo sapiens HSKM-B (HSKM-B) mRNA, complete cds. 

FEBR/\20038330//Corticotropln-releasing factor family 

FEBR/V20038970//Homo sapiens mRNA for stabilin-1 (stab1 gene). 

FEBRA20088610//CELLULAR RETINALDEHYDE-BINDING PROTEIN (CRALBP). 

FEBRA20150420//HYPOTHETICAL 131.5 KDA PROTEIN C02F12.7 IN CHROMOSOME X. 
40 FEBRA201 75330//D-isomer specific 2-hydroxyacid dehydrogenases 

HEART10001420//MUS musculus skm-BOPI (Bop) mRNA, complete cds. 

HLUNG20024050//Rubredoxin 

HLUNG20030420//MUS musculus mRNA for MAIL, complete cds. 
HLUNG20030490//Ambystoma tigrlnum RPE65 protein mRNA, complete cds. 
45 HLUNG20033060//Homo sapiens GAP-IIke protein (N61 ) mRNA, complete cds. 

HLUNG20041590//ublquitous tetratricopeptide containing protein RoXaN [Homo sapiens]. 
HLUNG20045340//MOB2 PROTEIN (MPS1 BINDER 2). 
HLUNG20061330//FHIPEP family 

HLUNG20070410//Dihydropyrldlne sensitive L-type calcium channel (Beta subunit) 
50 HLUNG200721 00//Gallus gallus Dach2 protein (Dach2) mRNA, complete cds. 

HLUNG20083480//Chicken mRNA for TSC-22 variant, complete cds, clone SLFEST52. 
KIDNE20027980//SAM domain (Sterile alpha motiO 

KIDNE20084730//Homo sapiens FH1/FH2 domain-containing protein FHOS (FHOS) mRNA, complete cds. 
KIDNE20149780//NG28 [Mus musculus] 
55 KIDNE20154330//Rattus norvegicus mRNA for multl PDZ domain protein. 

KIDNE20170400//Leucine Rich Repeat// Leucine Rich Repeat// Leucine Rich Repeat// Protein kinase C temninai do- 
main// Rubredoxin 

KIDNE20189890//Homo sapiens mRNA for KARP-1 -binding protein 2 (KAB2), complete cds. 
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LIVER20010760//Homo sapiens C-type lectin-like receptor-1 mRNA, complete cds. 
LIVER20040740//RETINAL-BINDING PROTEIN (RALBP). 
MESAN20009090//Homo sapiens CEGP1 protein (CEGP1), mRNA 
MESAN20026870//PAN domain// TBC domain 
5 MESAN20090190//CEGP1 protein [Homo sapiens]. 

NT2NE20059680//Homo sapiens Integrin cytoplasmic domain associated protein (Icap-la) mRNA, complete cds. 
NT2NE20077270//Adenovirus EB1 55K protein / large t-antlgen 

NT2NE20087850//ANTER-SPECIFIG PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT). 
NT2NE20095230//Homo sapiens HSKM-B (HSKM-B) mRNA, complete cds. 
10 NT2NE20108420//KES1 PROTEIN. 

NT2NE20173970//Rattus norveglcus beta-catenin binding protein mRNA, complete cds. 
NT2NE201 7721 0//Leishmania major partial ppg1 gene for proteophosphoglycan. 
NT2RP7001 2830//CALPHOTIN. 

NT2RP70035110//Caenorhabdltls elegans UNG-89 (unc-89) gene, complete cds. 
IS NTONG20002230//MUS muscuius RW1 protein mRNA, complete cds. 

NTONG20005310//Ribosomai protein S9/S16 

NTONG20029850//CALGYPHOSINE (R2D5 ANTIGEN). 

NTONG20035150//RING CANAL PROTEIN (KELCH PROTEIN). 

NTONG20058220//Homo sapiens phosphoprotein pp75 mRNA, partial cds, 
20 OCBBF20005220//Rattus norveglcus Fos-related antigen mRNA, complete cds. 

OCBBF20011860//MUS muscuius epithelial protein lost in neoplasm-a (Epiin) mRNA, complete cds. 

OCBBF20016810//enhancer of polycomb [^4us muscuius] 

OCBBF20147070//DNA polymerase (viral) C-temrilnal domain 

OCBBF20160380//iiver stage antigen LSA-1 - Plasmodium falciparum OCBBF20177910//Gorticotropin-releasingfac- 
25 tor family 

PEBLM20005020//Vlrion host shutoff protein 

PLACE60056460//Homo sapiens leuclne-zipper protein FKSG13 (FKSG13) mRNA, complete cds. 

PLACE60068710//SUPPRE PROTEIN SRP40, 

PLACE60080360//mucin [Homo sapiens] 
30 PLACE60082850//Pathogenesis-related protein Bet v I family 

PI-ACE60098350//Human hepatocellular carcinoma associated protein (JCL-1) mRNA, complete cds. 

PLACE60105680//Homo sapiens mRNA for TU12B1-TY, complete cds. 

Pi-ACE6011 9700//Homo sapiens mRNA for ABP32, complete cds. 

PLACE60120280//SER/THR-RICH PROTEIN T10 IN DGCR REGION. 
35 PLACE601 32200//TRICHOH YALIN . 

PLACE601 81 870//Pentaxin family 

PROST20084470//Plasmodium berghei strain NYU2 merozoite surface protein-1 mRNA, partial cds. 
PROST20087240//gag gene protein p24 (core nucleocapsid protein) 
PROST20122490//Gaiius gaiius syndesmos mRNA, complete cds. 
40 PROST201 30320//S-1 00/ICaBP type calcium binding domain 
PROST20152870//Homo sapiens APC2 gene, exon 14. 

PUAEN10001640//l\/lus muscufus cerebellar postnatal development proteln-1 (Cpdl) mRNA, partial cds. 

PUAEN20000800//Bleomycin resistance protein 

SMiNT20012220//Collagen triple helix repeat (20 copies) 
45 SMINT2003551 0//Drosophlla melanogaster La related protein (larp) mRNA, partial cds. 

SMINT20036440//Drosophila melanogaster epsln-like protein mRNA, complete cds. 

SMiNT20038660//Homo sapiens HNOEL-iso (HNOEL-iso) mRNA, complete cds. 

SMINT20043390//Ras association (RalGDS/AF-6) domain 

SMINT20048720//Cytochrome P450// Cytochrome P450 
50 SMINT20052130//Rattus norveglcus mRNA for ganl<yr{n homologue, complete cds. 

SMINT20054050//ABC1 PROTEIN HOMOLOG PRECURSOR. 

SPLEN20024770//Rattus norveglcus (rsec6) mRNA, complete cds. 

SPLEN20040780//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR1B) (SPR1 B). 
SPLEN20041810//BC-2 protein [Homo sapiens] 
55 SPLEN20100040//258.1 KDA PROTEIN C210RF5 (KIAA0933). 
SPLEN20104150//Ribosomal protein L36 
SPLEN2011 6720//Homo sapiens misato mRNA, partial cds. 
SPLEN20176130//Homo sapiens mRNA for ALEX1 , complete cds. 
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SPLEN20181570//TRICHOHYALIN. 
TESTI2000431 0//TRICHOHYALIN. 
TESTI20016970//TPR Domain 
TESTI20030440//TRICHOHYALIN. 

TESTI20043180//mouse mRNA for megakaryocyte potentiating factor, compiete cds. 

TESTI20043910//IQ calmodulin-binding motif// IQ calmodulln-binding motif// IQ calmodulin-binding motif// IQ calmod- 
uiin-bindtng motif// IQ caimoduiin-binding motif 

TESTI20044900//Strongylocentrotus purpuratus radial spokehead mRNA, complete cds. 
TESTI20646110//Extracellular link domain 

TESTI20047930//Homo sapiens NY-REN-2 antigen mRNA, complete cds. 
TESTI20049410//Proprotein convertase P-domain 
TESTI20053950//IQ calmodulin-blnding motif 

TESTI20054700//Streptbcoccus pneumoniae strain g375 surface protein PspC (pspC) gene, pspC-8. 1 allele, complete 
cds. 

TESTI20055880//Semm amyloid A protein 

TESTI20056030//Homo sapiens 88-kDa Golgi protein (GM88> mRNA, complete cds. 
TESTI20061090//Keratin, high sulfur B2 protein 

TESTI20064370//TPR Domain// TPR Domain// TPR Domain// TPR Domain// Synaptobrevin 
TESTI20084250//OXYSTEROL-BINDING PROTEIN. 
TESTI20092170//ENV polyprotein (coat polyprotein) 
TESTI20116050//UBX domain 
TESTI20120500//Kelch motif// Kelch motif 

TESTI20126280//MUS musculus STAP mRNA for spemi tail associated protein, complete cds. 
TESTI20144390//TESTIS-SPECIFIC PROTEIN PBS13. 
TESTI20165990//Ribosomal protein L36 

TESTI20169600//HYPOTHETICAL 51 ,9 KDA PROTEIN G27F1 .04C IN CHROMOSOIVIE I. 
TESTI20170280//Flagellar L-ring protein 
TESTI20176450//thioredoxin interacting factor [Mus musculus]. 
TESTI20179230//Dihydropyridine sensitive L-type calcium channel (Beta subunit) 
TESTI20180600//Homo sapiens HOM-TES-85 tumor antigen mRNA, complete cds. 
TESTI20209050//HYPOTHETICAL 113.1 KDA PROTEIN IN PRE5-FET4 INTERGENIC REGION. 
TESTI20210570//RETINAL-BINDING PROTEIN (RALBP). 
TESTI20215310//Homo sapiens calcyclln binding protein mRNA, complete cds. 
TESTI20247440//Human BLu protein testis isofomn (BLu) mRNA, complete cds. 
TESTI20249360//Homo sapiens DEME-6 mRNA, partial cds. 
TESTI20250220//TR ICHOH YALI N . 

TESTI20251440//Rattus non/egicus (rsec6) mRNA, complete cds. 
TESTI20255460//MUS musculus mRNA for MIWI (piwi), complete cds. 
THYMU20009500//TPR Domain 

THYIVIU20010180//MOB1 PROTEIN (MPS1 BINDER 1). 
THYMU2001381 0//Human SEC7 homolog Tic (TIC) mRNA, complete cds. 
THYMU20018250//TPR Domain 

THYMU20026950//MUS musculus ROSA 26 transcription AS R0S/^6AS mRNA, complete cds. 
THYMU20028410//MUS musculus Pax transcription activation domain interacting protein PTIP mRNA, complete cds. 
THYMU20030460//Homo sapiens tumor endothelial marker 7 precursor (TEM7) mRNA, complete cds. 
THYMU20031330//Homo sapiens putative nucleotide binding protein mRNA, complete cds. 
THYMU20052460//PHORBOLIN I (FRAGMENTS). 
THYMU20065450//Zona pellucida-like domain 

THYMU20083830//Homo sapiens angiostatin binding protein 1 mRNA, complete cds. 
THYMU20139160//Uncharacteri2ed protein family UPF0031 

THYMU20151610//Homo sapiens antigen NY-CO-1 (NY-CO-1) mRNA, complete cds. 
TRACH20093400//TR IC HOH YALI N . 
TRAGH20104510//Uncharacteri2ed protein family UPF0005 
TRAGH201 22980//HYPOTHETIGAL PROTEIN MJ0798. 
TRAGH201 39280//PX domain 

TRAGH20164810//D-isomer specific 2-hydroxyacld dehydrogenases 

TRAGH20165540//Human alpha-1 type I collagen gene surrounding osteogenesis imperfecta 01 type li deletion. 
UTERU20051790//guanylate kinase-lnteracting protein 1 Maguln-1 , membrane-associated - rat 
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UTERU20083020//Domain of unknown function DUF71 
UTERU20121140//Rhodanese-like domain 

UTERU20128560//26.4 KDA PROTEIN IN RUVC-ASPS INTERGENIC REGION. 
UTERU20132620//AXONEME-ASSOCIATED PROTEIN MST101(2). 
5 UTERU201 34830//pellino (Drosophlla) homolog 2 [Homo sapiens] 
UTERU20181270//Zinc knuckle 

[0091] Further, the reason is that a polypeptide does not always belong solely to a single category of the above- 
described functional categories, and therefore, a polypeptide may belong to any of the predicted functional categories. 
Besides, additional functions can be found for the clones classified into these functional categories by further analyses. 
10 [0092] Since the polypeptide encoded by clones of the invention contains full-length amino acid sequence, it is pos- 
sible to analyze its biological activity, and Its effect on cellular conditions such as cell proliferation and differentiation 
by expressing the polypeptide as a recombinant polypeptide using an appropriate expression system, injecting the 
recombinant into the ceil, or raising a specific antibody against the polypeptide. 

[0093] The biological activities of respective polypeptides can be analyzed by the methods as shown below. 

IS 

Secretory protein, transmembrane protein: 
[0094] 

20 "Ion Channels" (Ed., R. H. Ashley. 1995) of 'The Practical Approach Series" (IRL PRESS). 

"Growth Factors" (Eds., I. McKay, I. Leigh, 1993), 
"Extracellular Matrix" (Eds.. M. A. Haralson, J. R. Hassell, 1995); 

Glycoprotein-related protein: 

25 

[0095] 

"Glycobiology" (Eds., M. Fukuda, A. Kobata, 1993) of 'The Practical Approach Series" (IRL PRESS), 
"Glycoprotein Analysis in Biomedicine" (Ed., Elizabeth F.Hounsell, 1993) of "Method in Molecular Biology" (Hu- 
30 mana Press) series; 

Signal transduction-related protein: 

[0096] 

35 

"Signal Transduction" (Ed.. G. Milligan. 1992) of "The Practical Approach Series" (IRL PRESS). 
"Protein Phosphorylation" (Ed., D. G. Hardie, 1993), or 

"Signal Transduction Protocols" (Eds., David A. Kendall. Stephen J.HIII, 1995) of "Method in Molecular Biology" 
(Humana Press) series; 

40 

Transcription-related protein: 
[0097] 

45 "Gene Transcription" (Eds., B. D. Hames, S. J, Higgins, 1993) of "The Practical Approach Series" (IRL PRESS), 

"Transcription Factors" (Ed., D.S.Latchman, 1993); Enzyme and/or metabolism-related protein: 
"Enzyme Assays" (Eds.. ROBERT EISENTHAL and MICHAEL J. DANSON, 1992) of The Practical Approach 
Series" (IRL PRESS); Cell division and/or cell proliferation-related protein: 

"Cell Growth. Differentiation and Senescence" (Ed., GEORGE STUDZINSKI. 2000) of "The Practical Approach 
so Series" (IRL PRESS); 

Cytoskeleton-related protein: 

[0098] 

55 

"Cytoskeleton: Signalling and Cell Regulation" (Eds., KERMIT L. CARRAWAY and CAROLIE A. CAROTHERS 
CARRAWAY. 2000) of The Practical Approach Series" (IRL PRESS). 

"Cytoskeleton Methods and Protocols" (Ed., Gavin, Ray H.. 2000) of "Method In Molecular Biology" (Humana 
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Press) series; Nuclear protein and/or RNA synthesis-related protein: 

"Nuclear Receptors" (Ed., DIDIER PICARD, 1999) of 'The Practical Approach Series" (IRL PRESS), 
"RNA Processing" (Eds., STEPHEN J, HIGGINS and B. DAVID HAMES. 1994); 

5 Protein synthesis and/or transport-related protein: 

[0099] 

"Membrane Transport" (Ed., STEPHEN A. BALDWIN, 2000) of "The Practical Approach Series" (IRL PRESS) 
10 "Protein Synthesis Methods and Protocols" (Eds,, Martin, Robtn, 1 998) of "Method in Molecular Biology" (Humana 

Press) series; 

Cellular defense-related protein: 

15 [0100] 

"DNA Repair Protocols" (Henderson, Daryl S., 1999) of "Method in Molecular Biology" (Humana Press) series, 
"Chaperonin Protocols" (Eds,, Schneider, Christine, 2000); Development and/or differentiation-related protein: 
"Developmental Biology Protocols" (Eds., ROBERT EISENTHAL and MICHAEL J. DANSON, 1992) of "Method in 
20 Molecular Biology" (Humana Press) series; 

DNA- and/or RNA-blnding protein: 

[0101] 

25 

"DNA-Protein Interactions Principles and Protocols" (Eds,, Kneale, G. Geoff, 1994) of "Method In Molecular Biol- 
ogy" (Humana Press) series, 

"RNA-Protein Interaction Protocols" (Eds;, Haynes, Susan R., 1999); 
30 ATP- and/or GTP-bindIng protein: 
[0102] 

"Signal Transduction Protocols" (Eds., David A. Kendall, Stephen J. Hill, 1995) of "Method In Molecular Bloiog/' 
35 (Humana Press) series. 

[0103] In the categorization, the clone predicted to belong to the category of secretory and/or membrane protein 
means a clone having hit data with some annotation, such as growth factor, cytokine, honnone, signal, transmembrane, 
membrane, extracellular matrix, receptor, G-protein coupled receptor, Ionic channel, voltage-gated channel, calcium 
channel, cell adhesion, collagen, connective tissue, etc., suggesting that it was a secretory or membrane protein, or 
a clone in which the presence of nucleotide sequence encoding a signal sequence or transmembrane region was 
suggested by the results of PSOFTT and SOSUI analyses for deduced ORR 

[0104] The clone predicted to belong to the category of glycoproteln-related protein means a clone having hit data 
with some annotation, such as glycoprotein, suggesting that the clone encodes a glycoproteln-related protein. 
45 [0105] The clone predicted to belong to the category of signal transduction-related protein means a clone having hit 
data with some annotation, such asserine/threonlne-protein kinase, tyroslne-protein kinase, SH3 domain, SH2 domain, 
etc., suggesting that the clone encodes a signal transduction-related protein. 

[0106] The clone predicted to belong to the category of transcription-related protein means a clone having hit data 
with some annotation, such as transcription regulation, zinc finger, homeobox, etc. , suggesting that the clone encodes 

50 a transcription-related protein. 

[0107] The clone predicted to belong to the category of disease-related protein means a clone having hit data with 
some annotation, such as disease mutation, syndrome, etc., suggesting that the clone encodes a disease-related 
protein, or a clone whose full-length nucleotide sequence has hit data for Swiss-Prot, GenBank, UniGene, or nr, where 
the hit data corresponds to genes or polypeptides which have been deposited in the Online Mendelian Inheritance in 

S5 ivian (OMIM) (http://www.ncbi.nlm.nlh.gov/Omlm/), which is the human gene and disease database described later. 
[0108] The clone predicted to belong to the category of enzyme and/or metabolism-related protein means a clone 
having hit data with some annotation, such as metabolism, oxidoreductase, E. C. No. (Enzyme commission number), 
etc., suggesting that the clone encodes an enzyme and/or metabolism-related protein. 
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[0109] The clone predicted to belong to the category of cell division and/or cell proliferation-related protein nneans 
a clone having hit data with some annotation, such as cell division, cell cycle, mitosis, chromosomal protein, cell growth, 
apoptosis, etc., suggesting that the clone encodes a cell division and/or cell proliferation-related protein. 
[0110] The clone predicted to belong to the category of cytoskeleton-related protein means a clone having hit data 
5 with some annotation, such as structural protein, cytoskeleton, actin-binding, microtubles, etc., suggesting that the 
clone encodes a cytoskeleton-related protein. 

[0111] The clone predicted to belong to the category of nuclear protein and/or RNA synthesis-related protein means 
a clone having hit data with some annotation, such as nuclear protein, RNA splicing, RNA processing, RNA helicase, 
polyadenylation, etc., suggesting that the clone encodes a nuclear protein and/or RNA synthesis-related protein. 
10 [0112] The clone predicted to belong to the category of protein synthesis and/or transport-related protein means a 
clone having hit data with some annotation, such as translation regulation, protein biosynthesis, amino-acid biosyn- 
thesis, ribosomal protein, protein transport, signal recognition particle, etc., suggesting that the clone encodes a protein 
synthesis and/or transport-related protein. 

[0113] The clone predicted to belong to the category of cellular defense-related protein means a clone having hit 
15 data with some annotation, such as heat shock, DNA repair, DNA damage, etc., suggesting that the clone encodes a 
cellular defense- related protein. 

[0114] The clone predicted to belong to the category of development and/or differentiation-related proteins means 
a clone having hit data with some annotation, such as developmental protein, etc., suggesting that the clone encodes 
a development and/or differentiation-related protein. 
20 [0115] The clone predicted to belong to the category of DNA-and/or RNA-binding protein means a clone having hit 
data with some annotation, such as DNA-binding, RNA-binding, etc. 

[0116] The clone predicted to belong to the category of ATP-and/or GTP-blnding protein means a clone having hit 
data with some annotation, such as ATP-binding, GTP-binding, etc. 

[0117] As to a protein involved In a disease, it is possible to perfomn a functional analysis as described above, but 
25 also possible to analyze con'elation between the expression or the activity of the protein and a certain disease by using 
a specific antibody that is obtained by using expressed protein. Alternatively, it is possible to utilize the database 0MIIV1 , 
which Is a database of human genes and diseases, to analyze the protein. Further, new Infonnation is constantly being 
deposited in the OMIM database. Therefore, It is possible for one skilled in the art to find a new relationship between 
a particular disease and a gene of the present invention in the most up-to-date database. The proteins involved in 
30 diseases are useful for developing a diagnostic marker or medicines for regulation of their expression and activity, or 
as a target of gene therapy. 

[0118] Also, as for a secretory protein, membrane protein, signal transduction-related protein, glycoprotein-related 
protein, or transcription-related protein, etc., search of the OiVIIM with the following keywords resulted in the finding 
that the proteins are involved in many diseases (the result of the OMIM search for secrete and membrane proteins is 

35 shown below). Also, association between proteins related to signal transduction or transcription and diseases is re- 
ported in "Transcription Factor Research-1 999" (Fujil, Tamura, Morohashi, Kageyama, and Satake edit, (1 999) Jikken- 
Igaku Zoukan, Vol.17, No.3), and "Gene Medicine" (1999) Vol.3, No.2). When cancer is used as an example, as de- 
scribed In "Biology of Cancer" (S. Matsubara, 1992) of Life Science series (Shokabo), many proteins are Involved in 
cancers, which include enzyme and/or metabolism-related proteins, cytoskeleton-related proteins, cell division and/or 

40 cell proliferation-related proteins as well as secretory proteins, membrane proteins, signal transduction-related proteins, 
glycoprotein-related proteins, transcription-related proteins. As clearly seen by the above example, it is evident that 
not only disease-related proteins but also secretory proteins, membrane proteins, signal transduction-related proteins, 
glycoprotein-related proteins, transcription-related proteins, etc. are often Involved In diseases, and thus they can be 
useful targets in the field of medical industry. 

45 [01 19] The result of the OMII^ search for secretory and membrane proteins is shown below, In which the keywords, 

(1) secretion protein, 

(2) membrane protein, 

(3) channel, and 

so (4) extracellular matrix were used. 

[0120] Shown in the search result are only the accession numbers in the OMIM. Using the number, data showing 
the relationship between a disease and a gene or protein can be seen. The OMIM data has been renewed everyday. 

55 1) Secretion protein 

354 entries found, searching for "secretion protein" 

*604667, *104760. M76860, *161675, *139320, *107400, *604029, •118910, #200100, *176880, *603850, 
*1 47572, •604028. *179513. *1 25950. *1 39250, •246700, *600946, *600560, •602926, 1 85860,. *605083, *603215, 
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*602421, M57147. *179512, *600174, *109270, •604710, *138120, *179510, *600998. •179509. *170280, 
•179511, *600626, •603831 , •601489. *154545, *179490. 

•603826. *122559, *603216, *102720, *147290, *164160. *603062, *112262, *602672. •605435. ♦605322, 
•131230, *601652, •603166, •601746, •601591, •179508, #160900, *1 04311, •600759, •147545. •167805, 
5 #104300, •167770, #219700. *1 68470, •601684, *602049. *601146, *605227. •602434. •602534, •114840, 

•603489. •604323. *107470, •600753. *600768, *118825, *600564, 

•604252, •173120, *134370, •192340, •308230, *600322, *605359, *600046, ^300090. 106160. •600041, 
#262500, *605563, *150390, •158106, *182590, #103580, *104610. #173900, M34797, *143890, #145980, 
•306900, *308700, •176300, *227600, •137350, #154700, •138079, *600760, *107730, *142410, *147670, 

10 •124092, •590050, *1 52760, •600509, •605646, ^201 910, •227600, 

•1 52790, •300200, *300300, 300800. •I 381 60, *1 07741 . "1 201 50, *601 1 99, *1 201 80, ♦I 201 60, *1 76730, *1 331 70. 
•122560, •107300, •137241, •120140, •lOIOOO, •193400, *217000, *272800, •600937, #201710, *600377, 
#174800. •lOeiOO. #274600, •173350, #177170, •147620, *214500, *131244, *202110, •120120, ^601007, 
•191160. •147470. ♦603372. •600733. •252800. *190160, 

15 •138040. •158070, •162151, #125700, #130070, •113811, *603355. •171060, •136435, #184700, •603732, 

•190180, *1 64008, •186590, *1 20220, *604312, *1 52200, •138130, •605085, •605353, •600840, #166210, 
♦188545, *207750. •173360, *601933, #194050, ♦153450, ♦138850, *253200, *307030, *157145, •600514, 
•600262. •264080, •147380, •600281 , #204000, #227810, •232200, 

•188826. *232800, *161561. #166200, •188400. •153620, •182099, *218040, #265800, •172400. #177200, 
20 •176805, #211600, #214700, #176410, ♦152780, ♦600633, ♦601771, ^301500, ♦605402, ^601922, ♦307800, 

•147892, ♦147720, •312060, #520000, *147660. *106150, ♦602358, ^107270, ♦601769, •147440. •604568, 
•131530. *600270, •601610. •603692, *603401 , •600423, *601604, 

•603345, #125853. *602843, *142640, ♦603044, ♦605740, ♦134830, ♦602779, ♦130660, *139191, *137035, 
•600761, *601340. ♦600823, ♦107740, ♦130160, ♦600877, ^605110, ♦600945, ♦130080, ♦600957, #130050, 
25 •605580, ♦118444, ♦601124. ♦124020. 122470, '120700, ♦603201, •I 3721 6, •6011 85, *1 38946, *21 8030, •600839, 

#240600. #262400, #162300, ♦162330, *1 88450, #265850, 

•263200, *162641, •300159, •601038, #191390, *201810, *601398, *602384, ^131240, *602423, •139392, 
•142703. ♦602663, ^232700, ♦602682, #602722, ♦602730, ♦600734. ♦188540, ♦182452, ♦601538, ♦60306.1, 
•146880. ♦603140, ♦603160, ♦I 42704, #252650, ♦182280, *1 25255, ♦603252, #131750. •182139, •182100, 

30 #259420, #261 1 00. •603493, *601 745, •I 8209B, *603795, *1 2381 2, 

•600264, *1 47940, *1 80246, •180245, ♦1 18888, #604284. ♦168450. *1 18455, ♦604398, ♦604433, ♦601919. 
♦118445. ^600031, ♦604961. ♦605032. ♦605033, ♦171050, #171300, *131243, ^109160, ♦605254, 274900, 
#171400, •600042, *151670, *1 84600, *605470, •605546, •176760, •602008, •102200, *605720, •600732, 
•605901 

35 2) Membrane protein 

1489 entries found, searching for "membrane protein" 

•130500. *605704. •305360, ♦153330. ♦173610, ^109270, ^170995. ^170993. ♦104776, ♦602333, ♦309060, 
•605703, •120920, ♦605943, •602690, •159430, •600897, *1 33090, •601178, •602413, ^eoaOOS, •604405, 
•605940, •603237, •109280, ♦600378, ♦602173, ♦107776, ♦602334, •602335, *125305. •601134, •309845, 

40 •605731, •154045, •603241 . *60371 8. •600594, ♦603214, ♦185881, 

•603657, •600182. *603177, •605331. •601476, •605456. •601114. •605190, *600723, •603904, ^1 36950, 
•300222, •602879, •185880, ♦605348, ♦300096, ♦602257, ♦I 77070, ♦310200, ♦603062, *603344, ♦600039, 
♦602977, *300100, ♦128240, ♦eOOgsg, ♦600322, ♦227400, ♦186945. ♦600946, ♦602534, ♦602048, ♦182900, 
♦601 097. ♦600267. ♦602625, ♦136430, *602421 . ♦601047, ♦107450, 

45 ♦143450, ♦603141, ♦184756, ♦164730, ♦159440, ^154050, ♦600579, ♦312080, ^604202, ♦603700, ♦600447, 

•256540, *604691. *1 58343. •600403, *602414, *137290, ♦176640. •176981, *600179. *600754. *604456, 
•604693, *605875. ♦6O4605, ♦188860, ♦300172, ^602910, ♦604323, *219800, ♦601848, •603179, •600279, 
•602251. #222700. ♦603831 , ♦605072, ♦605377. ♦601028. ♦604155, 

♦108733, ♦104225, •601896, •601510, •173335. ^107770. •601767. •600046, •603850, ^600040, •603784, 
SO •603234, 1 88560, *605863, •121015, *605862, ♦605861 , ♦I 86946, ♦604252, ♦60321 5, ♦I 42461 , ♦604597, ♦6031 43, 

♦605264, *603735, ♦176860, ♦605536, ♦176801, ♦180721. ♦603355, ♦104760. *131560, ^310300. ♦602631, 
♦304700, #309400. ^6031 42. ♦143890, ♦605431 , ♦600753, 

♦115501, ♦176790, ♦600266, ♦601691. ♦168468. ♦601239, ♦602216. #104300. ♦605613, *601595, ♦605550, 
♦125950, ♦605475, ♦602217, ♦602261. ♦603534, ♦602262, ♦604631, ♦190315, ♦601313, •604306, •104311, 
55 •604672, *605000, ♦602461, *605548, ♦602296, ♦604376, ♦121014, ^121011, ♦600691, •604262. ♦139310, 

•304040. •605445, •I 7951 4, •I 79512, •151460, #160900, •120130, 

♦1 28239. *601 1 58, •601 403. •I 76943, ^601 01 4. 300800, •300294, *601 757, *1 85470. *273800, *606034, •602887, 
#185000. •604871. *603593, •603583. •605454, •104775, •605872, •I 41 180, •602713, *603531. •139150, 
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*601531, *601832, *605452, M34651, *604156, •120620, *605B83. •604142. •166945, *605324, *600816, 
•604699, *300112, •605182, •600164, *182180, •605071, 

•300023, *605057, *308240, *300249, *1 76947, *1 76894, *605081. *605035, *602044, *1 82860, *1 07271, 
•305100, *153390, •113730, *602689, •180069, *603518, *300017. ^191275, •moei, •eoiegs, *601789, 
5 ^604241, *600934, *138160, *604424, •603868, •600174, •600718, *600523, *604141, •601009, •605251, 

•600481, •600874, •155550, •605227, •601017, *162230, 601138, 

•604157, ^601 2 12, •600763, ^6041 10, •604158, •601107, •601326, 600621 , *600587, 601137, *600917, •600855, 
*605058, *1 94355, •605194, *603291, •I 02720, •136425, *170715, •603216, •605547, •135630, *602926, 
•600168. •605002, •602474, •600157, •603025, •603893, *231200. *120090. *601966, ^131230, •604722, 

10 ^604721 , *604515, •246700, ^6021 01 , •605628, •303630, 

•605787, •602857, *602285, *605708. ♦602488, *605025, *60381 7, *300051 , •603293, ♦I 76878, •603646, 605707, 
185860, •112205, *3001 87, •602654, * 120070. •603648, •604850, •602655, •602514, •300118, •182309, *1 79590, 
•602701, *600759, •204200, •604170, •I 751 00, #103580, •I 47670, *306400, •I 431 00, •182870, •257220. 
•180380, #116920, •SOIOOO, •193300, *157147, 

15 •131550, *139200, *139130, ^190195, *605406, •155760, •155960. *605734, *155970, *605385, ♦111700, 

•155975, *160370, 605709, *151430, *605438, *151510, *116952,^157655, •158105, •605777, •176877,^153619, 
•120131, *185430, *109190, •120190, *109170, *605093, *605250, *153432. •107777, *186590, •160993, 
•605699, •605698, •605813, •605697, •605616. *605300, 

•162060, *605219, •163970, •135620, •165040, •605478, •604964, *103195, •604932, *604923, *605906, 
20 •605496, *605914. *1 66490, 138277, *604915, *114070, *606213, *605933, *180297, *101000,*191163, •191164, 

•605101, *603167, *600772, •603164, •600708, •604001, •191328, ^313440. •602672, ^604009, •604299, 
•192974, •604256, •603048, *600515, ^604221 , •602632, 

•604196. •601179, 603290, *604661, •601023, ^601 110, *304800, ^203200, *300212, ^602933, •603352, *208900, 
•604418. *604838, •600551, #212140, *604837. *602049, •600552, *600553, ^300213, •602574, •600683, 
25 •600932, •603452. •604775, *516020. •604617, •604464, *603498, •300145, *601523. *602694. •600632, 

•604762. •604492, *400015, *604504, *601717, *601728, 

•300242, *602426, •604194, *603821, •604730, •600695, •603823. •603869, *300241, *600707. •603822, 
•602370, *602202, •604193, *601181, *604089. •602507, ♦604195, •602306, ♦300284, *601805, ♦601895, 
•601275, •604660, •600752, •603820, ^6041 92, •602207, •308230. •600894, •312600, •603199, ^604029, 

30 ♦602500, ♦I 02680, •235200, #256300, *601 633, #21 9700, 262890, 

•156225, *173470, ♦193400, •173910, ♦600354, ♦113705, ♦600065, ^107741, ♦107400, ♦600024, ♦131195, 
♦113811, #118220, *601638. ♦300011, ♦276903, ^604144, ^311770, ♦601758, #173900, ♦604592, *120120, 
•179605, •603130, ♦603372, ^110750, ^222900, •602609, •256100, *602469, *602281, *229300, *224100, 
•110900, ^190180, *261600, ^602997, •603616, *603189, 601791, 

35 *601567, ♦312700. •171060, •308700. •604027, •162643, •616000, ♦176261, •604028, •314850, #145980, 

♦601383, ♦600930, ♦305900. ♦601253, ♦I 36350, *605537, •138140, ♦604033. ♦605070, ♦139250, *30050Q, 
♦603967, ♦300041, ♦603866, #130600, ^120150, ♦601050, •604942. •605204, •605248, ♦272750, ♦600163, 
•604235, •600682, ♦107266, *306900, *191092, #262500, ♦600106. 

♦152790, ♦186720. ♦227650. ♦153700, 'SOBSBO, ♦103390, ♦605646, ♦I 64920, ♦604478, #252650. ♦173850, 
40 •173350, ♦602505, ♦246530, ♦194380, ♦602575, ♦603030, #209920, *212138, #214100, •605767, •600582, 

•189980, #176200, •604653, •604678, •256550, •300037, *263700, #253300, #226700, ♦604766. #244400. 
♦190000. *1 88040, •604824, ♦214500, #237500, ♦232300, •605014, 

•604477, •190930, •605124, *604475, ♦604594, #227810, ♦306700, #301050, ♦600135. ♦600143, ♦605145, 
#269920, *300104, *277900, ♦300135, ^300231, ♦192500, ♦182138, ♦I 91 190, ♦176805, *600185, ♦186591, 
45 •604889. •603051, •165360, •147545, •601040, #156575, •107269, •603009. •602934, •123825, •601081. 

♦602924, *163890, *600381 , ^602909, ♦150330, ^109690, ♦123900, 

•603434, ^603491, •110700, ♦602581, ♦125647, #154700, ♦114760, ^141900, •603690, ^120220, •601199, 
#145500, ♦601309, ♦602382, *120325, ♦600877, *604205, •604090, ^601497, •602377, •605464, •138720, 
♦603728, ♦120950. ♦604026. ♦600580, ♦601610, •137167, ♦603960, ♦603931, ♦601880, ♦603126, ♦138190. 

SO ♦130130, •601997, •601975, •600395, •516040, ♦600418, •eOOeSO, 

•605245. *605172, ♦600509. ♦164761, ^310400, ♦600308, ♦605109, ♦600544, ♦600359. ^6001 03. ♦605267, 
•312610, ♦176100. ♦308100. ♦158070. ♦605123, ♦173325, #312750, *600839, •158120, #604369, •604465, 
•173510, #161200, •151525, •605369, •604237, •516050. #600886, •604517, •165180, •605381. •605399. 
•307800, *604365, •155740, •147795, 601709, •604673, ♦147730, 

S5 *602122, *1 47557, ♦193245, ♦600978, ♦604990, ♦603261, ♦603274, ♦601007. ♦131100, ^602941, ♦107941, 

•146710, •276901. •I 31 244. •602872, •603411, •186357, •I 76290, *601066, •185050, ^232200, •143030, 
•601843, #236700. ^6041 22, •142800, *1 34638, *604985. *1 82380. ♦603930, ♦142410, ♦137060. ♦604586. 
•601193. •120650, *252500. •253800, ♦120930. *604858, ♦605874, 
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601274, *602158, *605873, *193210, *203100, •601295, •604095, #201710, *126150, *108740, #205400, 
•601373, •300167. *109545, *602894, •603361, #300257, *266200, •603401, *131390, •180470, *606908! 
•604798, #221770, *223360, *1 80901, *605641, *605745, *604018, *300200, *604603, *230800, *602676, 
#604004, •605692, •602640, •601599, •134637, *245900, *118426, 

601 61 4, *605725. *1201 1 0, ^3001 89, •300035, *603102, •250800, •602282, •602458, *12361 0, •603754, *300278, 
•601463, •300224. •601581, •182160, •601653. •139191, •601733, *600748, *142460, •601194, *152390, 
•153620. •601615, •601814, •601617, •601613, ^300191, #308300, •600798. 601858. *601872, ♦601597, 
#601588, •600821, *1 47840, *152427, •138850, *600823. 

•601492, •300256, •600840, ♦300267, ^601 41 1, ♦139080, ♦I 39090, 600851 , •300334, *1 79080, *602095, •601284. 
•601282, #177200, ♦601681, •601252, ^176000, •602184, •602188, #266510, #154020, •186711, •257200, 
•601711, *600667, •602241, •186745, *265125, *300126, •600644, •123890. #255120, #175200, •600004, 
•302060, •123580. •186760, •122561 , •602316, •600017, 

•120940. 140300, *151690, ♦I 20700. ♦602354. ♦600019, ♦600857. ♦I 821 75. ♦600536, ♦158380, ♦600516, ♦I 20290, 
♦600493, •182310, #252010, ♦182630, ♦186830, ♦601839. ^1 42790, ♦159465, •118990. •260790. ♦248600, 
#248250, •186845, •601163, •142600, •116930, •114860, •171834, #303600, ♦186880. *600444, *142871, 
♦601852, ♦602602, *602607, ♦1 14207, ♦186910, #232220, 

600880,^134635. ♦112203, #112100, ♦111680, ♦231680, ♦311030, ♦1 11 250, ♦1 11 200, ♦134390, #226670, #146600, 
♦226200. ♦602714, ♦171760, ♦133550. ^602727. ♦161555, ♦602744, ♦602746, #131705, ♦602835, ♦600423, 
♦176267, •602859, #600918, 277175, *602874, ♦601020, ♦109770, *600170, •217070. ♦173515, ♦602893, 
♦147280. *1 54360, ♦171050, *1 08780, •176257, ♦600979, 

♦600377, ♦108360, *204500, •170260. •146880. •154682, ^601011, *600997. ♦602992. ♦201475. ♦603005, 
♦190198, ♦147360, #270400, ♦600238. #164970, ♦306250, #126600. ♦193065. #181350, ♦106180, ♦602136, 
♦600937, ♦603086. ♦603087, ^307030, ♦182099, ♦103320, ♦601683, #192430, ♦lOSISO, *102681. *192321, 
♦600244. *191740, •igiSIS, ♦603152. ♦102642, ♦191305, #266140, 

♦100500, ♦600867, ♦604585, ♦604404. ♦604345, *603201, ♦605430, ♦603207, *603208, ♦605433, ♦604101, 
♦603969. ♦605896. ♦604616. ♦605851, ♦606768, ♦604576, ♦605754, ♦605730, ♦605477, ♦603263, ♦605538, 
♦603283, ♦604402, ♦605453, ♦605427, ♦603302. ♦605458, 60331 3, *60441 5, ♦603345, ♦605541 . •603353, ♦605295, 
♦603879, ♦605268, ♦605266, ♦605246, ♦603377. ♦603380, 

♦605181, ♦604203, ♦603425, ♦603867, ♦605106, ^605017, ♦603842, ♦604936, ♦603510, ♦604857, ♦605932, 
♦605816. •603765, ♦eOSSSI, ♦605357, ♦605237, ♦604204, ♦603594, *605110. ♦604190, *603861. •604962, 
♦603639. ♦603644, ♦605007, *605349. ♦604943, ♦60491.8, ♦604907. ♦603667. ♦603681. ♦606396. ♦605561. 
♦603712, ♦603713, ♦605688, •605942, ♦604878, ♦604843, ♦604659. 

♦604671, *603798, ♦604682, ♦604056, ♦604705, ♦603749, 602586, ♦603647, ♦602515, #602475. ♦603717, 
♦602359. ♦602372. ♦602380. •60251 8. •603652. •602573, *603626, 602587. ♦603598, ♦602871 . ♦60361 3, ♦603750, 
♦603876, ♦602608, ♦602666, ♦602345, ♦602935, ♦603564, ♦603548, ♦603927. 601 876, ♦602343, ♦603943, •603787! 
♦601730, *601611, *602679, •603788, ^602243, 

603790, *601 535, •603796, *601488, •601485, •602314, •601478. •604047. •604048, •602297, *604057. •602716. 
•602192, •601459, •601416, •603833. ^6021 90. ♦604102, ♦602106, ^6041 11. ♦602724. ♦603499. ♦602736. 
•601123, •601002, •600923, *601987, •604149, *601929. *600910. •600900, ♦600864, ♦604165, ♦600782, 
♦602836, ♦600769, ♦600742, ♦602783. ^601 905, ♦600535, 

•604198, ^601901, *600534, *602876, *603356, *600530, *604216, ♦604217, ♦602890, ♦602905. •600465. 
•600464, •600446, •602891, *603366, •601894, *604272, *603926, ♦603312, *600368, •602914, •600327, 
•603151, *603202, 602911, *602974. *603006, *601883, ♦603008, *600074, *603007, ♦603046. #603903,' 
♦604433. •600016. *603925, *516005, ♦516004, *516003, ♦601756. 

♦604487, ♦516001, ♦313475, *313470. #307810. ♦604527. ♦604528. ♦601745, ♦604551, ♦604555, ♦603243, 
♦603242, ♦603061, *603063, ♦603217, ♦300335, *300283, ♦300281. *604600, *300197, ♦603097, ♦603220. 
♦601625, ♦604623. *603118, *601590, *604646, ♦300008, ♦601568. ♦300007, ♦275630, ♦601533, #275200, 
♦270200, #261550. *604031 . *604683, #254800. *251100. #242300, 

♦604058, ♦604720, ^240500, ♦233690, #232240, #226730, •223100, ♦222100, #220100, ♦216950. ♦604832. 

212750. 212067, •604066, •193067, 601315. •I 93001 , •604862. •604870, •191306, •600385, •604879, ^191191 . 
•601296, *604914, •190181, *604119, #188550, *604925, •188410, #601287, •604939, •188380, ♦604126, 
♦604945, *604148, ♦188060, ♦604982. ♦186854, ♦604988. 

•1 86360. ♦I 86355. ♦I 85250. ^60091 6, ♦605008. ♦605009. 1 85020, ♦600734, ♦605024, ♦I 82331 , ♦605032. ♦605033, 
♦182305, ♦180903, #179800, ♦I 79610, *605060, ♦179410, ♦178990, ♦176802. ♦605080. *1 76266, •176263. 
•1 76260. •600732, •I 73490, *6041 99, ^l 73445. *M339^ , 1 72290, •605147. •605149, *1 71 890. ♦600528, ♦I 71 833, 
•605185, #170500, ♦605193, #168000, ♦605196, 

♦167055, ♦605205. ♦605208, 166900, ♦605216. ♦162651. ♦162010, ♦600604. #161400, ♦604253, #160800, 
♦159460, ♦154540. •605254, ♦605261, •153634, •600429, ♦153337. ♦600424, *605292. #604286, #152700, 
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162423, *152310/151625,*600153,*604313/161523, *150326. •150320, '150292. *6()3150,*150290, •150210, 
•605410. •605415. •606416, •605417, •606421, •603149, 

•604349, •147940. *600282. •147880, *1 46928, *1 46661. •600150, *1 46630. *1 42622, •600018, *605461, 
•138981, ♦138590, *600023, •138330, *605495, *138297, •605512, *138230, #136900, #301310, •516006, 
5 •605545, *605546, *136131, *134660, ♦134360, •516002, •605589, •131235, #130060, •606625, *126465. 

•126064, #126310. *606670, •604634, •125240, ♦123836, ♦123830. 

•123620, *605702. #122200, •120980, •120360, •118510, •114836, •605710, •605716, •605722, •114217, 
•604661. •113810, •111740, #110800, ♦606748, *606762, ♦604564, *110600, ♦603160, •109610, ♦606784, 
#107480, ♦107273, ♦603192, *300169, ♦106195. *106210, ♦104616, *104614. ^104210. •103850, 103581. 
10 •605876, •605877, ♦606879. ♦I 03220, ♦605887, ♦300150, *1 0291 0, 

•102670, *1 02676, •606916, •604629, *1 02575, *1 02573, *300132. *101800, *605947 
3) Channel (member of membrane protein) 
361 entries found, searching for "channel" 

•176266, ^600724. *1 82390, •123826. •114208. *1 14206, *1 76267, •114205, *601784, *600937. •1 14204. 
15 *603415, *600063, *114207, ^114209, ♦606427, ♦604627, *604528, ♦600760, ♦601011, ♦192600, ♦118426, 

♦600228. ^176261, ♦602235, ♦600761, ♦600359, ♦300008, ♦182389, ♦600877, ♦602232, ♦176263, ♦182391, 
♦601328, ♦600054, *603939, ♦602208, ♦601534, ♦600604, ♦602323, 

•603208, •601968, ^603537. •601012, •601327, *600734. •602780, •602781, •604433, •603220. •I 82392. 
•605874, •605873, •601746. •603888, *603219. *602604. •603796. *302910. •602866, •601013. *602905, 
SO ^602906, *603967, ♦600163, #170500, ^152427, ^180901, ♦176260, #601462. *603951, *601141. ♦604492, 

♦600702, ♦602023, ♦600308, *602754, ♦I 07776, ♦176267, •602024. 

•601949. *606222. •601142, •602983, •193245, •600681. •176266, *600236, ♦176262, •176268, *606206, 
•604427, ♦605411, ♦603306, ♦601219, ♦600160, •604066, •602343, •605223, •605720, •603906, *138249, 
•138253, ♦600843, ♦604385, ♦600003, ♦eOOgse. ♦603940, ♦602727, *602168, 602911 , ♦600397, •602726, ♦600846, 

25 ♦606080, ♦600680. ♦602872. ^6021 06, 76264, ♦603963. 

♦606722. ^3001 1 0, *1 38262, ^6041 1 1 . ^60271 7. *602420, •600670. 600844, ♦603493. *600932, *60571 6, •I 38264, 
•603662. •300138, ^606410. *1 76268. •605214, *605696, *300334, •604660, •176266. •605879, ♦603749, 
♦603583, ♦602345, ♦604661 , ♦603787, 60331 3, ♦602982, •604337, •600846, •604662, •300328, *300281 , •602566, 
•602836, ^604003, •603788, •603651 . ♦602421 , 

30 *1 07777, #177200, •100725, #219700, •100690, ♦I 00710, #160800, #603830, #183086, ^600609, #220400, 

#601144, ♦173910, ♦180902, ♦605692, #264350, #160900, #145600, #255700, ♦602076, ♦603061. ♦601313, 
♦154275, #604233, ♦604632, #108500, #121201. #170400, ^300226, ^121014, ♦139311, #126800, #160120, 
♦118503, 601439, #141500, #168300. ♦304040, #601887, #266450, 

♦186945, ♦164276, #300009, #216900. •600040, *601014. ^601042, •602612, ♦601383, ♦605445, ♦602368, 
35 •603831, #117000, •601218, •108745, •606248, #177735, #173900, •601212, ♦182139, ♦601059, ^600039, 

♦601485, *180903, •186360, ♦eOSSig, #600101, ♦118509, ♦eOOlOg, #121200, •600170, *604187. •176975, 
•137163, #310468, #263800, #262300, *603760, ♦600229, ♦I 24030, 

♦602261, #603829, •137143. #145600, *600669, •147460, *164060, •603353, •600516, *601157, •600865, 
♦601154, *602522, ♦249210, ♦600968, #262660, ♦171060, •600919, ♦156490, #259700, #601678, ♦601764, 
40 #310500, ^131244, ♦300041, ^121011, ♦126960, ^114180, •602974, •600637. ^113730, *118604, •605146, 

•604669, *1 18800, •121013, *121016, *138491, ^600421, •104610, 

•604046, *604594, ^131230, •605487, *138247, ♦600467, #602486, ♦602481. ♦138251, ^1371 92, ♦602403, 
600851, ♦277900, ♦603785, ♦603152, ♦603199. *603475, #168600, #272120. •170280, ♦603852, #241200, 
♦603053. ♦600465, #603034, ♦142461. ♦164920, ♦I 371 64, ♦600884, •600442, •123885, *604001, ^600232, 

45 ^232200, •I 71 050, *6021 03, *60201 4, ^30021 1 . •600983, ♦602887, 

•60441 5, *60441 8, *300242, #300071 , *604471 , •600837, 1 68350, •1 1 861 1 , 1 93007, *600300. •604664, #601 820, 
•180297, ♦600046, •603863, •604678, •604693. #604772. *118508, •603855, •605204, #264210, *1 82099, 
•182307, #130600, ♦601109, ♦114080, ♦300103, ♦182860, ♦606438, ^601129, ♦603964, ♦600019, ♦616060, 
#185000. ♦138079, ^104210, •606818, •603418, *305990, •305450 

50 4) Extracellular matrix 

21 8 entries found, searching for "extracellular matrix" 

♦605912, ♦603479, *602201, ♦604633, *601418, ♦601548, ♦115437, ♦164870, ♦600754. ♦602261, ♦602285. 
♦602262. ♦134797. ♦120361. ♦604629, ♦604871, •603321, ♦603320, ♦601807, #154700, ♦116935, *185261, 
•120360, •186250, •606470, •603767, *253700, ^190180, •128239, •308700. ♦276901, ♦193300. ♦120324, 
55 ♦188826, ♦602109, ♦155760, ♦600514. ♦600261 , #177170, ♦600636, 

•147667, #116920, ^150240. •601313, •120140, 601614, •606158, •120150, *120180, #200610, *606127. 
•193400. •192240, #173900, •162200, #136900. •135821. #130070. •120320. ^120220. •112260, ^310200. 
•600900, •600262, *606670. •600985. •179690, #245150. *602674, •601463, 183850. *601211, •604241, 
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*600768, *1 86745, *604710. *602369, *602090, M 901 82, *1 92975, 

•6021 78, *230740. *600065. *601652, *158106. M 901 81, *1 56790, #168810, *1 93210, •155120, *1 92977, 
*193065, #226700, *187380, *231050, *182120, *188060, *186355, 163200, •164010, #156550, •151510, 
•150370, •253800, *166225, *150325, #194050, *150290, *216550, *147620. •600215, •222600, *147559, 

5 *1 65380, •182888, *600491 , •146650, •146640, *600564, •600596, 

•600616, •600700, •600742, *138297, *182889. *154705. ♦600930, *301870, *153619. *601050. *601090. 
•601105, *165070, *305370, •135820, *130660, *310300, *601492, *128240. *601587, #126600, •eOieSS, 
•6001 1 9, *601 692, *601 728, *1 25485, 601 858, *601 915, *602048, *1 751 00, *6021 08, ♦I 21 01 0, *600245, •I 20470, 
•120328, *1 20325, *602264. *1 20280, *602366, *600309, 

10 *602402, •602415, •602428, •602453, *602505, #166210, •602600, •602941, •603005, *603196, 603209, 

•603221, •603234, •603319, •120250, *120210, ^120120, •603489, •603551, *118938, *603799, *603842, 
•603924, *603963, '604042, *604063, •604149, ♦604160, •601028, *604467, •604510, •604592, *116930. 
•116806, *601284, *604724, •604806, •604807, •604808, •107269, 

•605007, •605008, •605009, •600214, *600076, *605174, •605175, •605292, •605343, •605351. #600204. 
15 *605497, *605546. *605587, *605623, •600211 , *606702. *1 03320 

[0121] In addition to these, the various keywords shown in the abovennentioned categorization or others can be 
used for the OMIM search and the result may suggest the involvement thereof in diseases. 
[0122] Further, the use of nucleotide sequences of cDNAs of the present invention enables analyzing the expression 
20 frequency of genes con-esponding to the cDNAs. In addition, functions of the genes can be predicted based on the 
infonnation obtained by the expression frequency analysis. 

[0123] There are several methods for analyzing the expression levels of genes involved in diseases. Differences In 
gene expression levels between diseased and normal tissues are studied by the analytical methods using, for example, 
Northern hybridization, RT-PCR, DNA microarray, etc. (Experimental Medicine, Vol. 17, No. 8, 980-1066 (1999); Cell 

25 Engineering (additional volume) DNA Microarray and Advanced PGR Methods, Muramatsu & Nawa (eds.), Shujunsya 
(2000)). By computer analysis, in addition to these analysis methods, the nucleotide sequences of expressed genes 
can be compared to analyze the expression frequency. For example, there is a database called "BODYMAP"; gene 
clones are extracted at random from cDNA libraries of various tissues and/or cells, and the clones homologous to one 
another are assigned to a single cluster based on the infonnation of nucleotide sequence homology at the 3'-end; 

30 genes are classified into any clusters, and the numbers of clones in the respective clusters are compared to gain the 
infonnation on expression frequency (httpy/bodymap. ims.u-tokyo.ac.jp/). 

[0124] When explicit difference in the expression levels between diseased tissues and nonnal tissues is observed 
for a gene by these analytical methods, it can be conclude that the gene Is closely involved in a disease or disorder. 
Instead of diseased tissues, when gene expression is explicitly different between normal cells and cells reproducing 
- 35 disease-associated specific features, It can be concluded that the gene is closely involved in a disease or disorder. 
[01 25] From the 1 970 clones whose f ulMength nucleotide sequences had been revealed, genes involved in particular 
pathology or functions were selected by the use of databases shown below (see Example 7; "Expressbn frequency 
analysis In sifico'). The database used in the analyses of the present invention contains nucleotide sequences of 
770,546 clones, and the population of the database is large enough for the analysis. The sequence information in the 
40 database was obtained by selecting cDN A clones at random from cDNA libraries derived from the various tissues and 
cells shown in Example 1 and detemnining the 5'-end sequences thereof. 

[0126] Then , the nucleotide sequences of respective clones in this database were categorized (clustered) based on 
the nucleotide sequence homology detemnined with a search program; the number of clones belonging to every cluster 
of each library was determined and normalized; thus, the ratio of a certain gene in a cDNA library was determined. 
45 This analysis provided the information of the expression frequency of a gene in a tissue or cell that is the source of the 
cDNA library. 

[0127] Then, in order to analyze the expression of genes con'esponding to the nucleotide sequences of cDNAs of 
the present invention in tissues and cells, the libraries from the tissues or cells, which had been used in the large-scale 
cDNA analyses, were taken as subjects to compare the expression levels between different tissues or cells. Namely, 
so the expression frequency was analyzed by comparing the previously normalized values between tissues or cells from 
which 600 or more cDNA clones whose nucleotide sequences had been analyzed were derived. The result of this 
analysis showed that the cDNA clones corresponded to the genes Involved In the pathology and functions, which are 
indicated below. Each value in Tables 3 to^39 indicated below represents a relative expression frequency; the higher 
the value, the higher the expression level. 

55 

Osteoporosis-related genes 

[0128] Osteoporosis is a pathology in which bones are easily broken owing to overall decrease in components of 
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bone. The onset con-elates to the balance between the functions of osteoblast producing bone and osteoclast absorbing 
bone, namely bone metabolism. Thus, the genes Involved in the Increase of osteoclasts differentiating from precursor 
cells of monocyte/macrophage line (Molecular Medicine 38. 642-648. (2001)) are genes involved In osteoporosis rel- 
evant to bone metabolism. 

5 [0129] A nucleotide sequence information-based analysis was carried out to identify the genes whose expression 
frequencies are higher or lower in CD34+ cell (cell expressing a glycoprotein CD34) treated with the osteoclast differ- 
entiation factor (Molecular Medicine 38. 642-648. (2001 )) than In the untreated CD34+ cell, which is the precursor cell 
of monocyte/macrophage line. The result of comparative analysis for the frequency between the cDNA libraries pre- 
pared from the RNA of CD34+ cells (CD34C) and from the RNA of CD34+ cells treated with the osteoclast differentiation 

10 factor (D30ST, D60ST or D90ST) showed that the genes whose expression levels were different between the two were 
26 clones indicated in Table 3. These clones are involved in osteoporosis. 

Genes Involved in neural ceil differentiation 

15 [0130] Genes involved in neural cell differentiation are useful for treating neurological diseases. Genes with varying 
expression levels in response to induction of cellular differentiation in neural ceils are thought to be involved in neuro- 
logical diseases. 

[0131] A survey was performed for genes whose expression levels are varied in response to Induction of differenti- 
ation (stimulation by retinolc acid (RA> or growth Inhibitor treatment after RA stimulation) in cultured cells of a neural 
20 strain, NT2. The result of comparative analysis of cDNA libraries derived from undifferentiated NT2 ceils (NT2RM) and 
the cells subjected to the differentiation treatment (NT2RP, NT2RI or NT2NE) showed that the genes whose expression 
levels were different between the two were 193 clones indicated in Table 4. These genes are neurological disease- 
related genes. 

25 Cancer-related genes 

[0132] It has been assumed that, distinct from normal tissues, cancer tissues express a distinct set of genes, and 
thus the expression thereof can contribute to the carcinogenesis in tissues and cells. Thus, genes whose expression 
patterns in cancer tissues are different from those in normal tissues are cancer-retated genes. Search was carried out 
30 for the genes whose expression levels in cancer tissues were different from those in normal tissues. 

[0133] The result of comparative analysis of cDNA libraries derived from breast tumor (TBAES) and normal breast 
(BEAST) showed that the genes whose expression levels were different between the two were 4 clones Indicated in 
Table 5. 

[01 34] The result of comparative analysis of cDN A libraries derived cervical tumor (TCERX) and normal cervical duct 
35 (CERVX) showed that the genes whose expression levels were different between the two was one clone Indicated In 
Table 6. 

[0135] The result of comparative analysis of cDNA libraries derived from colon tumor (TCOLN) and normal colon 
(COLON) showed that the genes whose expression levels were different between the two was one clone indicated in 
Table 7. 

40 [0136] The result of comparative analysis of cDNA libraries derived from esophageal tumor (TESOP) and normal 
esophagus (NESOP) showed that the genes whose expression levels were different between the two were 6 clones 
indicated In Table 8. 

[0137] The result of comparative analysis of cDNA libraries derived from kidney tumor (TKIDN) and nomnal kidney 
(KiDNE) showed that the genes whose expression levels were different between the two were 132 clones indicated 
45 In Table 9. 

[01 38] The result of comparative analysis of cDNA libraries derived from liver tumor (TLIVE) and nomnal liver (LIVER) 
showed that the genes whose expression levels were different between the two were 25 clones Indicated in Table 10. 
[0139] The result of comparative analysis of cDNA libraries derived from lung tumor (TLUNG) and normal lung 
(HLUNG) showed that the genes whose expression levels were different between the two were 99 clones Indicated in 
so Table 11. 

[0140] The result of comparative analysis of cDNA libraries derived from ovary tumor (TOVER) and nomiai ovary 
(MOVER) showed the genes whose expression levels were different between the two were 3 clones Indicated in Table 
12. 

[01 41 ] The result of comparative analysis of cDNA libraries derived from stomach tumor (TSTOM) and nonnal stom- 
S5 ach (STOMA) showed that the genes whose expression levels were different between the two were 1 5 clones indicated 
in Table 13. 

[0142] The result of comparative analysis of cDNA libraries derived from uterine tumor (TUTER) and nonnal uterus 
(UTERU) showed that the genes whose expression levels were different between the two were 97 clones Indicated in 
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Table 14. 

[0143] The result of comparative analysis of cDNA libraries derived from tongue cancer (CTONG) and nomnal tongue 
(NTONG) showed that the genes whose expression levels were different between the two were 203 clones Indicated 
In Table 15. 

5 [0144] These genes are Involved in cancers. 

[0145] Further, there is a method to search for genes Involved in development and differentiation, which is the ex- 
pression frequency analysis in which the expression levels of genes are compared between developing and/or differ- 
entiating tissues and/or cells and adult tissues and/or cells. The genes involved in tissue development and/or differ- 
entiation are genes participating in tissue construction and expression of function, and thus are useful genes, which 

10 are available for regenerative medicine aiming at convenient regeneration of Injured tissues. 

[0146] By using the information of gene expression frequency gained from the database of 5*-end nucleotide se- 
quences described above, genes involved in development or differentiation of particular tissues were selected from 
the 1970 clones whose full-length nucleotide sequence had been revealed (see Example 7). 
[0147] The result of comparative analysis of cDNA libraries derived from fetal brain (FCBBF, FEBRA or OCBBF) and 

15 adult brain (BRACE, BRALZ, BRAMY, BRAWH, BRCAN, BRCOC, BRHiP, BRSSN, BRSTN or BRTHA) showed that 
the genes whose expression levels were different between the two were 775 clones indicated in Tables 1 6 to 36. 
[01 48] The result of comparative analysis of cDN A libraries derived from fetal heart (FEH RT) and adult heart (HEART) 
showed that the genes whose expression levels were different between the two were 28 clones Indicated in Table 37. 
[0149] The result of comparative analysis of cDNA libraries derived from fetal kidney (FEKID) and adult kidney 

20 (KIDNE) showed that the genes whose expression levels were different between the two were 95 clones Indicated in 
Table 38. 

[0150] The result of comparative analysis of cDNA libraries derived from fetal lung (FELNG) and adult lung (HLUNG) 
showed that the genes whose expression levels were different between the two were 99 clones Indicated In Table 39. 
These genes are involved in regeneration of tissues and/or Cells. 

25 [0151] The expression frequency or the like can be analyzed by PCR based on the nucleotide sequences of cDNAs 
of the present invention . There are some known methods for comparing the quantities of amplification products obtained 
by PCR. For example, the band intensities can be determined by ethidlum bromide staining. With Rl-iabeled or fluo- 
rescently labeled primers, the Rl signal orfluorescence intensity can be assayed for the quantity of labeled amplification 
products. Alternatively, the quantity of amplification products can also be determined by measuring the Rl signal or the 

30 fluorescence intensity from the Rl-labeled or fluorescentiy labeled probe hybridizing to the products. The assay results 
thus obtained are compared and then the clones exhibiting differences in the expression levels can be selected. 
[0152] There are some quantitative PCR methods: a PCR method using internal standards; a competitive PCR, in 
which the quantification Is achieved by adding, to a sample, a dilution series of a known quantity of a template RNA 
and by comparing the quantity of an amplification product derived from the RNA of interest with the quantity of an 

35 amplification product derived from the template RNA. These methods overcome the problems of errors In the amount 
of amplification products among tubes and of the plateau effect. ATAC-PCR (Adaptor-tagged competitive PCR) is a 
method of competitive PCR which is practiced by using multiple adapters of different sizes attached to a gene whose 
3'-end nucleotide sequence has previously been detemnlned. The ratio of expression frequency of a single mRNA 
species from a number of tissues (cells) can be assayed In a single step (Nucleic Acids Research 1997, 25(22): 

40 4694-4696; "DNA Micro-array and Advanced PCR Techniques", Cell Technology, supplement, Eds., Muramatsu and 
Nawa (Shujunsha, 2000): 104-112). 

[0153] If it is observed, by using these analytical methods, that the expression levels of genes are evidently varied 
during major cellular events (such as differentiation and apoptosis), the genes are involved in the cellular events and 
accordingly are candidates for disease- and/or disorder-related genes. Further, genes exhibiting tissue-specific ex- 
^5 pression are genes playing important parts in the tissue functions and, therefore, can be candidates for genes involved 
in diseases and/or disorders affecting the tissues. 

[0154] For example, inflammation is an Important biological response that is known to be involved in various diseases. 
The representative inflammation-Inducing factors include TNF-a (Tumor Necrosis Factor-alpha). There exists a sign- 
aling cascade activated by TNF-a stimulations, wherein NF-kB Is a transducing molecule (Cell 1995, 80:529-532). It 
50 has also been revealed that many inflammation-related genes, including IL-2, IL-6 and G-CSF, are varied in the ex- 
pression levels thereof in response to the signal through the pathway (Trends Genet. 1999, 15(6^: 229-235). it is 
assumed that genes whose expression levels are varied in response to the stimulation of TNF-a also participate in 
inflammation. 

[0155] Further, the infection of Helicobacter pylori to the gastric epithella Is known to cause gastritis and gastrodu- 
55 odenal ulcer (Mebio 2000, July, 1 7(7): 1 6-33). Thus, the genes whose expression levels are altered depending on co- 
culturing cells with Helicobacter pylori may be involved in gastritis and gastroduodenal ulcer. A recent study has sug- 
gested that Helicobacter pylori strongly activates the NF-kB pathway (Gastroenterology 2000, 1 1 9: 97-1 08). 
[0156] THP-1 cell, which is a human monocyte cell line, was cultured in the presence of TNF- a (Tumor Necrosis 
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Factor-alpha). The genes whose expression levels were altered owing to the presence of TNF-a were searched for, 
and the result showed that the clones whose expression levels were increased owing to the presence of TNF-a were 
ASTRO20055530. ASTRO20055930. ASTRO20088960, BRAMY20027390, BRAMY20076130, BRAMY20118410, 
BRAI\;iY201 25360, BRAIVIY202371 90, BRCAN20001480, BRHIP1 0000720, CD34C20001750, CTONG20078340, 

5 CTONG20085210, DFNES20063460, FCBBF20029280, FCBBF20033360, FCBBF30078600, FEBRA20007820, 
FEBRA20031280, FEBRA20031810, FEBRA20040290, HLUNG20041540, HLUNG20092630, MESAN20021860, 
I^ESAN20067430, MESAN20084160, NT2NE20092950, NT2RP70031 070, OCBBF20012520, OCBBF201 42290, 
OCBBF201 65900, OCBBF20 170350, OCBBF201 76650, PLACE60006300, PROST20011160. PROST201 06060, 
SPLEN20040780, SPLEN201 10860, SPLEN20 177400, TESTI2003061 0, TESTI20043130, TESTI20059370, 

10 TESTI20254480, THYI\4U 10004280. THYIVIU 20030460, THYMU20062520, THYMU20078240, THYMU20150190, 
TRACH20090060, TRACH201 25620, UTERU20026620, UTERU20045200, UTERU20064120, UTERU20 103200. 
[0157] On the other hand, the clones whose expression levels were decreased owing to the presence of TNF-a were 
BNGH420052350, BRACE20052630, BRAMY20003880, CTONG20 170940, FCBBF30022680, FCBBF30225930, 
FCBBF30257370, FEBRA20046280, K1DNE20084030. KIDNE20188630. NT2NE20082130, OCBBF201 10210, 

15 PLACE60061370, PROST20041460, PROST20075280, PROST20110120, SMINT20006020, TESTI20046540, 
TESTI20057200, TESTI201 13940, TESTI20257910, TEST120262940, TRACH201 49740. 
[0158] These clones are inflammation-related genes. 

[0159] MKN45, which is a gastric cancer cell line, was co-cultured with Helicobacter pylori. The genes whose ex- 
pression levels were altered owing to the presence of Helicobacter pylori viexB searched for, and the result showed 

20 that the clones whose expression levels were Increased owing to the presence of Helicobacter pylori 

BRAMY20028530, BRAMY20035380, OCBBF20 170350. PROST20011160, SKMUS20091900, SPLEN20040780. 
THYMU20078240, TRACH201 90460, UTERU20046200, UTERU20064120, ASTRO2005553 CTONG201 70940, 
FEBRA20040290, MES AN 20067430, PROST2001 6760, THYMU 10004280, TRACH20090060, UTERU20041970, 
OCBBF201 42290, TESTI2003061 0. 

25 [01 60] On the other hand, the clones whose expression levels were decreased owing to the presence of Helia^acter 
pylori v^ere 

ASTRO20088950, BRACE20052530, BRAMY20003880, BRAMY20027390, BRAMY20036530, BRAMY201 18410, 
BRHIP20000210, FCBBF20032930, FCBBF30022680, FCBBF301 69870, FEBRA201 82030, KIDNE20 182540, 
LIVER20007750, MES AN 2002 1220, NT2NE20059210, NT2NE20082130, OCBBF201 65030, PROST20066100, 
30 PROST20075280. SPLEN201 10860, TESTI20057200, TESTI201 13940. TESTI20 149880, TESTI20151800, 
TESTI201 98600, TESTI20257910, THYMU20046770, THYMU20068550, THYMU20150190. FCBBF20033360, 
FCBBF30257370. FEBRA20098040, SMINT20006020. 
[0161] These clones are involved in gastritis or gastroduodenal ulcer. 

[0162] For example, if the polypeptide encoded by the cDNA of the present Invention Is a regulatory factor of cellular 
35 conditions such as growth and differentiation, it can be used for developing medicines as follows. The polypeptide or 
antibody provided by the Invention is injected into a certain kind of cells by microinjection. Then, using the cells, it is 
possible -to screen low molecular weight compounds, etc. by measuring the change In the cellular conditions, or the 
activation or inhibition of a particular gene. The screening can be perfomned as follows. 

[0163] First, the polypeptide is expressed and purified as recombinant. The purified polypeptide is microinjected into 
40 cells such as various cell lines, or primary culture cells, and the cellular change such as growth and differentiation can 
be examined. Alternatively, the Induction of genes whose expression is known to be involved in a particular change of 
cellular conditions may be detected by the amount of mRNA or polypeptide. Alternatively, the amount of intracellular 
molecules (low molecular weight compounds, etc.) that is changed by the function of the gene product (polypeptide) 
which is known to be Involved in a partk^ular change of cellular conditions may be detected. The compounds to be 
45 screened (both low and high molecular compounds are acceptable) can be added to the culture media and assessed 
for their activity by measuring the change of the cellular conditions. 

[0164] Instead of microinjection, cell lines introduced with the gene obtained in the invention can be used for the 
screening. If the gene product is turn out to be Involved in a particular change in the cellular conditions, the change of 
the product can be used as a measurement for screening. Once a compound Is screened out which can activate or 
so inhibit the function of the polypeptide of the invention, it can be applied for developing medicines. 

[0165] If the polypeptide encoded by the cDNA of the present invention is a secretory protein, membrane protein, or 
protein involved in signal transduction, glycoprotein, transcription, or diseases, it can be used in functional assays for 
developing medicines. 

[0166] In case of a membrane protein, it Is most likely to be a polypeptide that functions as a receptor or ligand on 
S5 the cell surface. Therefore, it Is possible to reveal a new relationship between a ligand and receptor by screening the 
membrane protein of the invention based on the binding activity with the known ligand or receptor. Screening can be 
perfomned according to the known methods. 

[0167] For example, a ligand against the polypeptide of the invention can be screened In the following manner. 
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Namely, a llgand that binds to a specific poly peptide can be screened by a method comprising the steps of: (a) contacting 
a test sample with the polypeptide of the invention or a partial peptide thereof, or cells expressing these, and (b) 
selecting a test sample that binds to said polypeptide, said partial peptide, or said cells. 

[0168] On the other hand, for example, screening using cells expressing the polypeptide of the present Invention 
5 that is a receptor protein can also be perfomned as follows. It is possible to screen receptors that is capable of binding 
to a specific polypeptide by using procedures (a) attaching the sample cells to the polypeptide of the invention or Its 
partial peptide, and (b) selecting cells that can bind to the said polypeptide or its partial peptide. 
[01 69] In a following screening as an example, first the polypeptide of the invention Is expressed, and the recombinant 
polypeptide Is purified. Next, the purified polypeptide is labeled, binding assay Is performed using a various cell lines 
10 or primary cultured cells, and cells that are expressing a receptor are selected (Growth and differentiation factors and 
their receptors, Shin-Seikagaku Jikken Kouza Vol.7 (1991) Honjyo, Aral, Tanlguchi, and Muramatsu edit, p203-236, 
Tokyo-Kagaku-Doujin). A polypeptide of the Invention can be labeled with Rl such as ^^1, and enzyme (alkaline phos- 
phatase etc.). 

[0170] Alternatively, a polypeptide of the invention may be used without labeling and then detected by using a labeled 
15 antibody against the polypeptide. The cells that are selected by the above screening methods, which express a receptor 
of the polypeptide of the invention, can be used for the further screening of an agonists or antagonists of the said 
receptor. 

[0171] Once the ligand binding to the polypeptide of the invention, the receptor of the polypeptide of the invention 
or the cells expressing the receptor are obtained by screening, it is possible to screen a compound that binds to the 
20 ligand and receptor. Also it is possible to screen a compound that can inhibit both bindings (agonists or antagonists of 
the receptor, for example) by utilizing the binding activities. 

[01 72] When th e polypeptide of the Invention is a receptor, the screening method comprises the steps of (a) contacting 
the polypeptide of the invention or cells expressing the polypeptide of the Invention with the llgand, in the presence of 
a test sample, (b) detecting the binding activity between said polypeptide or cells expressing said polypeptide and the 

25 ligand, and (c) selecting a compound that reduces said binding activity when compared to the activity in the absence 
of the test sample. Furthemnore, when the polypeptide of the Invention Is a figand, the screening method comprises 
the steps of (a) contacting the polypeptide of the Invention with its receptor or cells expressing the receptor in the 
presence of samples, (b) detecting the binding activity between the polypeptide and its receptor or the cells expressing 
the receptor, and (c) selecting a compound that can potentially reduce the binding activity compared to the activity In 

so the absence of the sample. 

[0173] Samples to screen include cell extracts, expressed products from a gene library, synthesized low molecular 
compound, synthesized peptide, and natural compounds, for example, but are not construed to be listed here. A com- 
pound that is isolated by the above screening using a binding activity of the polypeptide of the invention can also be 
used as a sample. 

35 [01 74] A compound isolated by the screening may be a candidate to be an agonist or an antagonist of the receptor 
of the polypeptide. By utilizing an assay that monitors a change In the intracellular signaling such as phosphorylation 
which results from reduction of the binding between the polypeptide and its receptor, it Is possible to identify whether 
the obtained compound is an agonist or antagonist of the receptor. Also, the compound may be a candidate of a 
molecule that can inhibit the interaction between the polypeptide and its associated proteins (Including a receptor) in 

40 vivo. Such compounds can be used for developing drugs for precaution or cures of a disease in which the polypeptide 
is involved. 

[0175] Secretory proteins may regulate cellular conditions such as growth and differentiation. It is possible to find 
out a novel factor that regulates cellular conditions by adding the secretory protein of the invention to a certain kind of 
cell, and perfomrilng a screening by utilizing the cellular changes in growth or differentiation, or activation of a particular 
45 gene. 

[0176] The screening can be perfonned, for example, as follows. First, the polypeptide of the Invention Is expressed 
and purified in a recombinant fonri. Then, the purified polypeptide Is added to a various kind of cell lines or primary 
cultured cells, and the change in the cell growth and differentiation is monitored. The induction of a particular gene 
that Is known to be Involved In a certain cellular change is detected by the amounts of mRNA and polypeptide. Alter- 

so natively, the amount of an intracellular molecule (low-molecular-weight compounds, etc.) that Is changed by the function 
of a gene product (polypeptide) that is known to function in a certain cellular change is used for the detection. 
[0177] Once the screening reveals that then polypeptide of the Invention can regulate cellular conditions or the func- 
tions. It is possible to apply the polypeptide as a pharmaceutical and diagnostic medicine for related diseases by itself 
or by altering a part of it into an appropriate composition. 

55 [0178] As is above described for membrane proteins, the secretory protein provided by the Invention may be used 
to explore a novel ligand-receptor interaction using a screening based on the binding activity to a known ligand or 
receptor. A similar method can be used to identify an agonist or antagonist. The resulting compounds obtained by the 
methods can be a candidate of a compound that can Inhibit the interaction between the polypeptide of the invention 
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and an interacting molecule (including a receptor). The compounds may be able to use as a preventive, therapeutic, 
and diagnostic medicine for the diseases, in which the polypeptide may play a certain role. 
[0179] Proteins Involved In signal transduction or transcription may be a factor that affects a certain polypeptide or 
gene in response to intracellular/extracellular stimuli. It is possible to find out a novel factor.that can affect a polypeptide 
5 or gene by expressing the polypeptide provided by the invention in a certain types of cells, and performing a screening 
utilizing the activation of a certain intracellular polypeptide or gene. 

[0160] The screening may be perfonmed as follows. First, a transformed cell line expressing the polypeptide is ob- 
tained. Then, the transfomned cell line and the untransfomied original cell line are compared for the changes in the 
expression of a certain gene by detecting the amount of its mRNA or polypeptide. Altemativeiy, the amount of an 

fo intracellular molecule (low molecular weight compounds, etc.) that is changed by the function of a certain gene product 
(polypeptide) may be used for the detection. Furthermore, the change of the expression of a certain gene can be 
detected by introducing a fusion gene that comprises a regulatory region of the gene and a marker gene (luciferase, 
p-galactosidase, etc.) into a cell, expressing the polypeptide provided by the invention into the cell, and estimating the 
activity of a marlcer gene product (polypeptide). 

f5 [0181] If the polypeptide or gene of the invention is involved In diseases, it Is possible to screen a gene or compound 
that can regulate its expression and/or activity either directly or indirectly by utilizing the polypeptide of the present 
Invention. 

[01 82] For example, the polypeptide of the invention is expressed and purified as a recombinant polypeptide. Then, 
the polypeptide or gene that Interacts with the polypeptide of the Invention is purified, and screened based on the 

^0 binding. Alternatively, the screening can be perfomned by adding with a compound of a candidate of the Inhibitor added 
in advance and monitoring the change of binding activity, in another method, a transcription regulatory region locating 
in the 5'-upstream of the gene encoding the polypeptide of the invention that Is capable of regulating the expression 
of other genes is obtained, and fused with a marker gene. The fusion is introduced into a cell, and the cell is added 
with compounds to explore a regulatory factor of the expression of the said gene. 

25 [0183] The compound obtained by the screening can be used for developing phannaceutical and diagnostic medi- 
cines for the diseases in which the polypeptide of the present Invention is Involved. Similarly, if the regulatory factor 
obtained in the screening is turn out to be a polypeptide, compounds that can newly affect the expression or activity 
of the polypeptide may be used as a medicine for the diseases In which the polypeptide of the invention is involved. 
[01 84] If the polypeptide of the Invention has an enzymatic activity, regardless as to whether it is a secretory protein , 

so membrane protein, or proteins Involved in signal transduction, glycoprotein, transcription, or diseases, a screening 
may be performed by adding a compound to the polypeptide of the invention and monitoring the change of the com- 
pound. The enzymatic activity may also be utilized to screen a compound that can inhibit the activity of the polypeptide. 
[0185] In a screening given as an example, the polypeptide of the invention Is expressed and the recombinant 
polypeptide Is purified. Then, compounds are contacted with the purified polypeptide, and the amount of the compound 

^ and the reaction products Is examined. Alternatively, compounds that are candidates of an Inhibitor are pretreated, 
then a compound (substrate) that can react with the purified polypeptide is added, and the amount of the substrate 
and the reaction products is examined. 

[0186] The compounds obtained in the screening may be used as a medicine for diseases in which the polypeptide 
of the invention is involved. Also they can be applied for tests that examine whether the polypeptide of the Invention 

^0 functions nonnally in vivo. 

[0187] Whether the secretory protein, membrane protein, signal transductlon-related protein, gtycoprotein-related 
protein, or transcription-related protein of the present invention is a novel protein involved in diseases or not is deter- 
mined in another method than described above, by obtaining a specific antibody against the polypeptide of the invention, 
and examining the relationship between the expression or activity of the polypeptide and a certain disease. In an 

^ alternative way, it may be analyzed refen^ed to the methods in "Molecular Diagnosis of Genetic Diseases" (Elles R. 
edit. (1996) in the series of "Method in Molecular Biology" (Humana Press). 

[0188] Proteins involved in diseases are targets of screening as mentioned, and thus are very useful in developing 
drugs which regulate their expression and activity. Also, the proteins are useful in the medicinal Industry as a diagnostic 
mari<er of the related disease or a target of gene therapy. 

50 [0189] Compounds isolated as mentioned above can be administered patients as it is, or after formulated into a 
phannaceutical composition according to the known methods. For example, a pharmaceutically acceptable carrier or 
vehicle, specifically sterilized water, saline, plant oil, emulsifier, or suspending agent can be mixed with the compounds 
appropriately. The pharmaceutical compositions can be administered to patients by a method known to those skilled 
In the art, such as Intraarterial, Intravenous, or subcutaneous Injections. The dosage may vary depending on the weight 

55 or age of a patient, or the method of administration, but those skilled in the art can choose an appropriate dosage 
properly. If the compound is encoded by polynucleotide, the polynucleotide can be cloned into a vector for gene therapy, 
and used for gene therapy. The dosage of the polynucleotide and the method of Its administration may vary depending 
on the weight or age of a patient, or the symptoms, but those skilled In the art can choose properiy. 
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[0190] The present invention further relates to databases comprising at least a sequence of polynucleotide and/or 
polypeptide, or a oiedium recorded in such databases, selected from the sequence data of the nucleotide and/or the 
amino acids Indicated In Table 1 . The term "database" means a set of accumulated information as machine-searchable 
and readable infonnation of nucleotide sequence. The databases of the present invention comprise at least one of the 

5 novel nucleotide sequences of polynucleotides provided by the present invention. The databases of the present inven- 
tion can consist of only the sequence data of the novel polynucleotides provided by the present invention or can com- 
prise other information on nucleotide sequences of known full-length cDNAs or ESTs. The databases of the present 
invention can be comprised of not only the Infonnation on the nucleotide sequences but also the Infomiatlon on the 
gene functions revealed by the present invention. Additional information such as names of DNA clones carrying the 

10 full-length cDNAs can be recorded or linked together with the sequence data in the databases. 

[0191] The database of the present invention is useful for gaining complete gene sequence information from partial 
sequence information of a gene of interest. The database of the present invention comprises nucleotide sequence 
infonnation of full-length cDNAs. Consequently, by comparing the infonnation in this database with the nucleotide 
sequence of a partial gene fragment yielded by differential display method or subtraction method, the Infonnation on 

15 the full-length nucleotide sequence of interest can be gainedf rom the sequence of the partial fragment as a starting clue. 
[01 92] The sequence information of the full-length cDN As constituting the database of the present invention contains 
not only the infomriation on the complete sequences but also extra infonnation on expression frequency of the genes 
as well as homology of the genes to known genes and known polypeptides. Thus the extra information facilitates rapid 
functional analyses of partial gene fragments. Further, the infonnation on human genes is accumulated In the database 

20 of the present Invention, and therefore, the database is useful for isolating a human homologue of a gene originating 
from other species. The human homologue can be Isolated based on the nucleotide sequence of the gene from the 
original species. 

[0193] At present, infonnation on a wide variety of gene fragments can be obtained by differential display method 
and subtraction method. In genera!, these gene fragments are utilized as tools for isolating the full-length sequences 

25 thereof. When the gene fragment corresponds to an already-known gene, the full-length sequence is easily obtained 
by comparing the partial sequence with the Information In known databases. However, when there exists no information 
corresponding to the partial sequence of interest In the known databases, cDNA cloning should be carried out for the 
. full-length cDNA. It Is often difficult to obtain the full-length nucleotide sequence using the partial sequence information 
as an Initial clue. If the full-length of the gene Is not available, the amino acid sequence of the polypeptide encoded by 

30 the gene remains unidentified. Thus the database of the present Invention can contribute to the identification of full- 
length cDNAs corresponding to gene fragments, which cannot be revealed by using databases of known genes. 
[0194] The present invention has provided 1 970 polynucleotides. As has not yet proceeded the isolation of full-length 
cDNA within the human, the invention has great significance. It is known that secretory proteins, membrane proteins, 
signal transductlon-related proteins, glycoproteln-related proteins, transcription-related proteins, and so on are Involved 

35 in many diseases. The genes and proteins Involved In diseases are useful for developing a diagnostic marker or med- 
icines for regulation of their expression and activity, or as a target of gene therapy. 

[0195] In particular, cDNA assumed to encode secretory proteins, which were provided by this Invention, are very 
Important for the industry since the encoded proteins themselves are expected to be useful as pharmaceutical agents 
and many disease-related genes may be included in them. In addition, membrane proteins, signal transductlon-related 
^0 proteins, transcription-related proteins, disease-related proteins, and genes encoding them can be used as Indicators 
for diseases, etc. These cDNA are also very important for the industry, which are expected to regulate the activity or 
expression of the encoded protein to treat diseases, etc. 

[0196] Any patents, patent applications, and publications cited herein are incorporated by reference. 
[01 97] The Invention Is illustrated more specifically with reference to the following examples, but Is not to be construed 
^5 as being limited thereto. 

EXAMPLE 1 

Preparation of cDNA library by ollgo-capping 

50 

(1) Extraction and purchase of mRNA 

[0198] Total RNAs as mRNA sources were extracted from human tissues (shown below) by the method as described 
in the reference (J. Sambrook, E. F. Fritsch & T. Manlatis, Molecular Cloning Second edition, Cold Spring harbor Lab- 
55 oratory Press, 1989). Further, by the method as described In the reference (J. Sambrook, E. F. Fritsch & T. Manlatis, 
Molecular Cloning Second edition, Cold Spring hari^or Laboratory Press, 1989), total RNAs as mRNA sources were 
extracted from human culture cells and human primary culture cells (shown below) which had been cultivated by the 
methods described in the catalogs. 
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[0199] The library names and the origins are Indicated below In the order of "Library name: Origin". When a library 
was prepared by the subtraction method, the Item is followed by a description of how to prepare the subtracted library. 

<Extraction of mRNA from human tlssues> 

5 

[0200] 

NTONG: Nomnal tongue; 
CTONG: Tongue cancer; 
10 FCBBF: Fetal brain; 

OCBBF: Fetal brain; 
PLACE: Placenta; 

SYNOV: Synovial membrane tissue (from rheumatloid arthritis). 
15 <Extraction of mRNA from culture cells> 
[0201] 

BNGH4: H4 cells (ATCC #HTB-148); 
20 IMR32: IMR32 cells (ATCC #CCL-127); 

SKNMC: SK-N-MC cells (ATCC #HTB-10); 

3NB69: NB69 cells (RCB #RCB0480); 

BGGI1: GI1 cells (RCB #RCB0763); 

NB9N4: NB9 cells (RCB #RCB0477); 
25 SKNSH: SK-N-SH cells (RCB #RCB0426); 

NT2RM: NT2 cells (STARATAGENE #204101); 

NT2RP: NT2 cells treated with retlnoic acid (RA) for 5 weeks to induce the differentiation; 

NT2RI: NT2 cells treated with RAforS weeks to Induce the differentiation, followed bythetreatmentwith the growth 

inhibitor for 2 weeks; 

30 NT2NE: NT2 cells were treated with RA and the growth Inhibitor for the neuronal differentiation, and the resultant 
neurons were concentrated and harvested (NT2 Neuron); 

NTISM: NT2 cells (STARATAGENE #2041 01) were treated with RA for 5 weeks to induce the differentiation, and 
then treated with the growth Inhibitor for 2 weeks; mRNA was prepared from the ceils and a cDNA library was 
constructed from the mRNA; the cDN As of the library whose nucleotide sequences were shared by those of mRNAs 
3S from undifferentiated NT2 cells were subtracted by using a Subtract Kit (Invltrogen #K4320-01) ; the subtracted 
library (NT2RI-NT2RM) was provided by this procedure. 

[0202] RCB indicates that the ceil was provided by the Cell Bank, RIKEN GENE BANK, The Institute of Physical and 
Chemical Research; ATCC indicates that the cell was provided by American Type Culture Collection. 

40 

<Extraction of mRNA from primary culture cells> 
[0203] 

45 ASTRO: Nonnal human astrocyte NHA6732, Takara Shuzo #CC2565; 

DFNES: Nomial human dennal fibroblast (neonatal skin); NHDF-Neo NHDF2564, Takara Shuzo #CC2509; 

MESAN: Normal human mesangial cell NHMC56046-2, Takara Shuzo #CC2559; 

NHNPC: Nomrial human neural progenitor cell NHNP5958, Takara Shuzo #CC2599; 

PEBLM: Nonnal human peripheral blood mononuclear cell HPBMC5939, Takara Shuzo #CC2702; 
50 HSYRA: Human synoviocyte HS-RA (from rheumatloid arthritis), Toyobo #T404K-05; 

PUAEN: Nonnal human pulmonary artery endothelial cells, Toyobo #T302K-05; 

UMVEN: Normal human umbilical vein endothelial cell HUVEC, Toyobo #T200K-05; 

HCASM: Normal human coronary artery smooth muscle cell HCASMC, Toyobo #T305K-05; 

HCHON: Normal human chondrocyte HC, Toyobo #T402K-05; 
55 HHDPC: Nonnal human dernnal papilla cell HDPC. Toyobo #THPCK-001; CD34C: 0034+ cells (AllCells, LLC 

#CB14435M) ; 

D30ST: CD34+ cells treated with the osteoclast differentiation factor (ODF) for 3 days to induce the differentiation; 
D60ST: CD34+ cells treated with ODF for 6 days to induce the differentiation; 
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D90ST: CD34+ cells treated with ODF for 9 days to Induce the differentiation. 

[0204] Then, total RNAs extracted from the following human tissues were purchased and used as mRNA sources. 

The library names and the origins are Indicated below In the order of "Library name: Origin". When a library was 
5 prepared by the subtraction method, the item is followed by a description of how to prepare the subtracted library 

<Purchase of total RN A containing mRNA extracted from human tissues> 

[0205] 

10 

ADRGL: Adrenal gland, CLONTECH #64016-1; 

BRACE: Brain (cerebellum), CLONTECH #64035-1; 

BRAWH: Whole brain, CLONTECH #64020-1 ; 

FEBRA: Fetal brain, CLONTECH #64019-1; 
*5 FELIV: Fetal liver, CLONTECH #6401 8-1 ; 

HEART: Heart, CLONTECH #64025-1; 

HLUNG: Lung, CLONTECH #64023-1 ; 

KIDNE: Kidney, CLONTECH #64030-1; 

LIVER: Liver, CLONTECH #64022-1 ; 
20 M AMGL: Mammary Gland. CLONTECH #64037-1 ; 

PANCR: Pancreas, CLONTECH #64031-1; 

PROST Prcstate, CLONTECH #64038-1; 

SALGL: Salivary Gland, CLONTECH #64026-1 ; 

SKMUS: Skeletal Muscle. CLONTECH #64033-1 ; 
25 SMINT: Small Intestine, CLONTECH #64039-1 ; 

SPLEN: Spleen, CLONTECH #64034-1; 

STOMA: Stomach, CLONTECH #64090-1 ; 

TBAES: Breast (Tumor), CLONTECH #6401 5-1 ; 

TCERX: Cervix CTumor), CLONTECH #64010-1; 
30 TCOLN: Colon (Tumor). CLONTECH #64014-1 ; 

TESTI: Testis, CLONTECH #64027-1 ; 

THYMU: Thymus, CLONTECH #64028-1 ; 

TLUNG: Lung (Tumor). CLONTECH #64013-1; 

TOVAR: Ovary (Tumor), CLONTECH #64011-1 ; 
35 TRACH: Trachea, CLONTECH #64091-1 ; 

TUTER: Uterus (Tumor), CLONTECH #64008-1; 

UTERU: Uterus, CLONTECH #64029-1; 

ADIPS: Adipose, Invitrogen #D6005-01; 

BLADE: Bladder, Invitrogen #D6020-01; 
40 BRAL2: Cerebral cortex from an Alzheimer patient (Brain, cortex, Alzheimer), Invitrogen #06830-01 ; 

CERVX: Cervix. Invitrogen #06047-01; 

COLON: Colon, Invitrogen #D6050-0; 

NESOP: Esophagus, Invitrogen #D6060-01; 

PERIC: Pericardium, Invitrogen #D61 05-01; 
45 RECTM: Rectum, Invitrogen #D61 10-01; 

TESOP: Esophageal (Tumor), Invitrogen #06860-01; 

TKIDN: Kidney (Tumor), Invitrogen #06870-01 ; 

TLIVE: Liver (Tumor), Invitrogen #06880-01 ; 

TSTOM: Stomach (Tumor), Invitrogen #06920-01; 
50 BEAST Adult breast, STARATAGENE #735044; 

FEHRT Fetal heart, STARATAGENE #738012; 

FEKID: Fetal kidney, STARATAGENE #738014; 

FELNG: Fetal lung, STARATAGENE #738020; 

NOVAR: Adult ovary, STARATAGENE #736260; 
S5 BRASW: subtracted library (BRALZ-BRAWH). A cDNA library was constructed from mRNA prepared from tissues 

of cerebral cortex obtained from an Alzheimer patient [BRALZ: Cerebral cortex from an Alzheimer patient (Brain, 

cortex. Alzheimer), Invitrogen #06830-01]; the cONAs of this library whose nucleotide sequences were shared by 

those of mRNAs from whole brain tissue [BRAWN: Whole brain, CLOf^ECH #64020-1] were subtracted by using 
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a Subtract Kit (Invitrogen #K4320-01). 

[0206] Further, mRNAs extracted and purified as poly A(4-) RNAs from the human tissues shown below were pur- 
chased, A cDNA library was prepared from an RNA mixture In which the poly A(+) RNA from each tissue had been 
5 combined with poly A(-) RNA. The poly A(-) RNA was prepared by removing poly A(+) RNA from the total RNA of whole 
brain tissue (GLONTECH #64020-1 ) by using oligo dl cellulose. The library names and the origins are indicated below 
In the order of "Library name: Origin". 

<Purchase of mRNAs of human tissues as poly A(+) RNAs> 

10 

[0207] 

BRAMY: Brain (amygdala), GLONTECH #6574-1; 
BRCAN: Brain (caudate nucleus), GLONTECH #6575-1; 
15 BRCOC: Brain (corpus callosum), GLONTECH #6577-1 ; 

BRHIP: Brain (hippocampus), GLONTECH #6578-1; 
BRSSN: Brain (substantia nigra), GLONTECH #6580-1; 
BRSTN: Brain (subthalamic nucleus), GLONTECH #6581-1; 
BRTHA: Brain (thalamus), GLONTECH #6582-1 . 

20 

(2) Preparation of cDNA library 

[0208] cDNA library was prepared from each RNA by the improved method (WO 01/04286) of ollgo capping [M. 
Maruyama and S. Sugano, Gene, 1 38: 1 71 -1 74 (1 994)]. A series of procedures, BAP (Bacterial Alkaline Phosphatase) 

25 treatment, TAP (Tobacco Acid Pyrophosphatase) treatment, RNA ligation, first strand cDNA synthesis and RNA re- 
moval, were carried out using the ollgo-cap linker (SEQ ID NO: 4093) and oligo dT primer (SEQ ID NO: 4094), as 
described In WO 01/04286. Then, the single-stranded cDNA was converted to a double-stranded cDNA by PGR 
(polymerase chain reaction) using 5' (SEQ ID NO: 4095) and 3' (SEQ ID NO: 4096) PGR primers, and then digested 
with S/71. Then, af raction of cDNA fragments, typically 2-kb or longer (3-kb or longer in some cases) , was unidirectionally 

30 cloned Into a D/alll-digested pMEl 8SFL3 vector (Figure 1 ) (GenBank AB009864, Expression vector); the cDNA library 
was thus prepared. 

[0209] The names of cDNA libraries, which were used In the analysis of full-length cDN A sequences, and their origins 
are shown In Table 2. 

35 Table 2 



Library 


Type 


Origin etc. 


ADRGL 


Tissue 


Adrenal gland (GLONTECH #64016-1) 


ASTRO 


Primary culture cell 


Nomrial Human Astrocyte NHA5732 (Takara Shuzo #GC2565) 


BGGI1 


Culture cell 


GI1 cells (RCB#RGB0763) 


BNGH4 


Culture cell 


H4 cells (ATGG #HTB-148) 


BRACE 


Tissue 


Brain, cerebellum (GLONTECH #64035-1) 


BARMY 


Tissue 


Brain, amygdala (GLONTECH #6574-1) 


BRAWH 


Tissue 


Brain, whole (GLONTECH #64020-1) 


BRCAN 


Tissue 


Brain, caudate nucleus (GLONTECH #6575-1) 


BRCOC 


Tissue 


Brain, corpus callosum (GLONTECH #6577-1) 


BRHIP 


Tissue 


Brain, hippocampus (GLONTECH #6578-1) 


BRSSN 


Tissue 


Brain, substantia nigra (GLONTECH #6580-1) 


GD34C 


Primary culture cell 


GD34+ cells (AliCells, LLC #GB14435M) 


CTONG 


Tissue 


Tongue, Cancer 


DFNES 


Primary culture cell 


Normal Human Dermal Fibroblasts (Neonatal Skin); NHDF-Neo 
NHDF2564 (Takara Shuzo #GG2509) 
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Table 2 (continued) 





Library 


Type 


Origin etc. 




FCBBF 


Tissue 


Brain, Fetal 


5 


FEBRA 


Tissue 


Brain, Fetal (CLONTECH #64019-1) 




HCHON 


Primary culture cell Tissue 


Human Chondrocytes HC (Toyobo #T402K-05) 




HEART 




Heart (CLONTECH #64025-1) 


10 


HHDPC 


Primary culture cell 


Human dermal papilla cells HDPC (Toyobo #THPCK-001) 




HLUNG 


Tissue 


Lung (CLONTECH #64023-1) 




KIDNE 


Tissue 


Kidney (CLONTECH #64030-1) 


15 


LIVER 


Tissue 


Liver (CLONTECH #64022-1) 


IVI COrAIN 


Primarv/ r'liltiiro f^oll 
iiMMctiy ^uiLUii:; ^^cii 


Mnmnal human moQannifil i^aIIc hl\AtiAC*.f\fif\ARmO rTalrara Qhti7nf£r^r^9f\t>0\ 
iNuiiiieii iiuiiieiii iiicoaiiyicii i«t?iio iNniviw%}ouHD-^ ^ iciivcllet wiiu^V"rrOw£90\7J' 






1 loouo 


FcAnhaniic flnwitmnon itnRnfin.ni\ 




MT9MP 




MT9 r*olle onnoantrataH affar Hiffarontiotlnn /KITO Klaiimn\ 

In 1 £ C61IS conweniiciicu aiioi uiiiereniiaiion ^in i & iNeurun/ 


20 


MT9RI 
IN 1 ^ni 


wUllUr c Cell 


In i ^ ceiia ireoLeu uy yrowLn inniuiior ror ^ weeKS auer riM inauciion lor o 
weeks 




NT2RP 


Culture cell 


NT2 cells treated by RA for S weeks 




NITON 

IN i V/IW3 


i lOOUCr 


TSnnni la 
luiiyuc 


25 




Ticci lo 


Rrain Potal 








1 ClMLrlCClo ^OLwIM 1 con ttO'+UO 11/ 


30 




Primaru r^iiltiira nail 
niliiieiiy i/Uiiuio wen 


nUfllcttl pi;npric;ial UlUUsJ llls/llUllUd6eir CeilS rinDIVlwO^Ov y lalvcira onu20 

#CC2702) 


PLACE 


Tissue 


Placenta 




PROST 


Tissue 


Prostate (CLONTECH #&4038-1) 




PUAEN 


Primary culture cell 


Human pulmonary artery endothelial cells (Toyobo #T302K-05) 


35 


SALGL 


Tissue 


Salivary Gland (CLONTECH #64026-1 ) 




SKMUS 


Tissue 


Skeletal Muscle (CLONTECH #64033-1) 




SKNMC 


Culture cell 


SK-N-MC cells (ATCC #HTB-1 0) 


40 


SKNSH 


Culture cell 


SK-N-SH cells (RCB #RCB0426) 


SMINT 


Tissue 


Small Intestine (CLONTECH #64039-1) 




SPLEN 


Tissue 


Spleen (CLONTECH #64034-1) 




TESOP 


Tissue 


Esophageal, Tumor (Invitrogen #06860-01) 


45 


TESTI 


Tissue 


Testis (CLONTECH #64027-1) 




THYMU 


Tissue 


Thymus (CLONTECH #64028-1) 




TKIDN 


Tissue 


Kidney, Tumor (Invitrogen #D6870-01) 


50 


TRACH 


Tissue 


Trachea (CLONTECH #64091-1) 


UMVEN 


primary culture cell 


Human umbilical vein endothelial cells HUVEC (Toyobo #T200K-05) 




UTERU 


Tissue 


Uterus (CLONTECH #64029-1) 



[021 0] The cDNA library with the high fullness ratio (the fullness ratio of 5'-end, which was calculated for each cDNA 
library by using the protein coding region found in known mRNA species as an index, was 90% in average) prepared 
by the Improved oligo-capping method was constructed by using a eukaryotic expression vector pME18SFL3. The 
vector contains SRa promoter and SV40 small t intron in the upstream of the cloning site, and SV40 polyA added signal 
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sequence site In the downstream. As the cloning site of pME18SFL3 has asynnmetrical Dralll sites, and the ends of 
cDNA fragments contain Sfll sites complementary to the Dralll sites, the cloned cDNA fragments can be inserted into 
the downstream of the SRa promoter unidirectionally. Therefore, clones containing full-length cDNA can be expressed 
transiently by Introducing the obtained plasmid directly into COS cells, etc. Thus, the clones can be analyzed very 
5 easily in terms of the proteins that are the gene products of the clones, or in tenris of the biological activities of the 
proteins. 

(3) Assessment of the 5'-end completeness of clones derived from the cDNA library prepared by oligo-capping 

10 [021 1] With respect to the plasmid DNAs of clones derived from the libraries, the nucleotide sequences of cDNA 5'- 
ends (3'-ends as well in some cases) were detemnlned In a DNA sequencer (ABI PRISM 3700, PE Biosystems), after 
sequencing reaction was conducted by using a DNA sequencing reagent (BigDye Tennlnator Cycle Sequencing FS 
Ready Reaction Kit, PE Biosystems) according to the manual. A database was constructed based on the obtained data. 
[0212] The 5'-end completeness of about 770,000 clones derived from the human cDNA libraries prepared by the 

15 Improved oligo-capping method was detemnlned by the following method. The clones whose 5'-end sequences were 
consistent with those of known human mRNA In the public database were judged to be "full-length" if they had a longer 
5'-end sequence than that of the known human mRNA; or even though the 5'-end sequence was shorter, if it contained 
the translation initiation codon it was judged to have the "full-length" sequence. Clones which did not contain the trans- 
lation Initiation codon were judged to be "not-full-length". The fullness ratio ((the number of full-length clones)/(the 

20 number of full-length and not-full-length clones)) at the 5*-end of the cDNA clones was determined by comparing with 
known human mRNA. As a result, the fullness ratio of the 6'-ends was 90%. The result indicates that the fullness ratio 
at the 5*-end sequence was extremely high In the human cDNA clones obtained by the oligo-capping method. 

EXAMPLE 2 

25 

Sequencing analysis of cDNA ends and selection of full-length clones 

[0213] With respect to the plasmid DNAs of clones obtained from each cDNA library, the 5'-end nucleotide sequences 
of the cDNAs were determined in a DNA sequencer (ABI PRISM 3700, PE Biosystems), after sequencing reaction 
30 was conducted by using a DNA sequencing reagent (Dye Tennlnator Cycle Sequencing FS Ready Reaction Kit, dRhod- 
amine Tennlnator Cycle Sequencing FS Ready Reaction Kit or BigDye Tennlnator Cycle Sequencing FS Ready Re- 
action Kit, PE Biosystems) according to the manual. A database was constructed using the data obtained. 
[0214] For the analyzed 6'-end sequences of cDNA clones, the data with the annotation of "complete cds" in the 
GenBank and UniGene were searched by BLAST homology search. When identbal to certain human mRNA sequenc- 
es es, such cDNA clones were excluded. Then, clustering was carried out. When the identity was 90% or higher, and the 
length of consensus sequence was 50 base pairs or longer, the cDNA clones were assumed to belong to an Identical 
cluster, and thus clustered. cDNA clones longer in the 5' direction were selected from the members belonging to a 
cluster; If required, the 3'-end sequences of the selected clones were detemnlned by the same analysis method as 
used to detemrilne the 5'-end sequences. The data of the end sequences obtained were analyzed, and then the clones 
40 forming a sequence contig at 5'- and 3'-ends were excluded. Further, as mentioned above, the data was analyzed 
again by BLAST homology search; when Identical to certain human mRNA sequences (including sequences patented 
and applied for), the cDN A clones were excluded. Thus, the cDN As clones to be analyzed for their nucleotide sequence 
were obtained. 

45 EXAMPLE 3 

Analysis of the full-length nucleotide sequences 

[0215] The full-length nucleotide sequences of the selected clones were detemnlned. The nucleotide sequence de- 
50 termination was mainly perfonned by primer walking method comprising the dideoxy terminator method using custom- 
made synthetic DNA primers. Namely, the nucleotide sequences of the DNAs were detemnlned in a sequencer from 
PE Biosystems, after sequencing reaction was carried out with a DNA sequencing reagent from the same supplier 
using the custom-made synthetic DNA primers according to the manual. A part of the clones were analyzed with a 
DNA sequencer from Licor. 

55 [0216] Further, the nucleotide sequences of a part of the clones were detemnlned by the shotgun method where the 
plasmids containing the cDNAs were digested at random were used, instead of the use of custom-made primers, by 
the same method in the DNA sequencer. The full-length nucleotide sequences were finally determined by completely 
assembling the partial nucleotide sequences obtained by the above method. 
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[021 7] Then , the regions translatable to proteins were deduced from the determined f u H-length nucleotide seq uences, 
and thereby the amino acid sequences were detemnined. SEQ ID NOs corresponding to the respective sequences are 
shown in Table 1 . 

5 EXAMPLE 4 

Functional prediction by homology search 

[0218] For the detennined nucleotide sequences, GenBanl<, SwissProt, UnlGene, and nr were searched by BLAST. 

10 The clones exhibiting higher homology, which were convenient to predict their functions based on the nucleotide se- 
quences and deduced amino acid sequences, were selected based on the BLAST search hit data whose P value or 
E value was 10""* or lower and for which the length of consensus sequence x homology = 30 or higher in the amino 
acid database search. Further, from them, representative clones were selected, which are shown as IHomology Search 
Result Data in the last part herein. Accordingly, the data shown herein are merely the representative data, and the 

IS molecule exhibiting homology to each clone is not limited thereto. Further, with respect to a part of clones, the BLAST 
search hit data that did not meet the criteria as described above are not shown herein. 

EXAIVIPLE 5 

20 Search for signal sequence, transmembrane domain and other functional domains In the deduced amino acid 
sequences 

[021 9] With respect to the amino acid sequences deduced from the full-length nucleotide sequences, the prediction 
was made for the presence of signal sequence at the amino temninus, the presence of transmembrane domain, and 

25 the presence of functional protein domains (motifs). The signal sequence at the amino temninus was searched for by 
PSORT[K. Nakai & M. Kanehlsa, Genomics, 14: 897-911 (1992)]; the transmembrane domain, by SOSUI [T. IHirokawa 
et al., Biolnformatics, 14: 378-379 (1998)] (Mitsui Knowledge Industry); the function domain, by Pfam (http:/yWww. 
sanger.ac.uk/Software/Pfam/index.shtml). The amino acid sequence in which the signal sequence at the amino termi- 
nus or transmembrane domain had been predicted to be present by PSORT or SOSU I were assumed to be a secretory 

30 or membrane protein. Further, when the amino acid sequence hit a certain functional domain by the Ram functional 
domain search, the protein function can be predicted based on the hit data, for example, by referring to the function 
categories on the PROSITE (httpy/www.expasy.ch/cgi-bin/prosite-(ist.pl). In addition, the functional domain search can 
also be carried out on the PROSITE. 

[0220] The search results obtained with the respective programs are shown below. 
35 [0221] The clones whose deduced amino acid sequences were detected to have the signal sequences by PSORT 
are as follows. 

ADRGL20021910, ADRGL20036380, ADRGL20063770, ASTR020020240, BNGH420052350, BNGH420077980, 
BRACE20054080, BRACE201 94670, BRAMY20044920, BRAiy4Y20047560, BRAMY201 37360; BRAMY20204270, 
BRAMY20237190, B RAM Y2025 1750, BRAWH20020470, BRAWH20093070, BRCAN1 0001 680, BRH1P1 0000720, 

40 BRSSN20091190, CD34C20001750, CTONG20059130, CTONG20069320, FCBBF30062490, FCBBF30132660, 
FEBRA20039260, FEBRA20040230, FEBRA20040560, FEBRA20046280, FEBRA201 82030. HGH0N1 0001 660, 
HCHON20015050, HEART1 0001 490, HHDPC20088160, HLUNG20032460, HLUNG20 034970. HLUNG20050760. 
HLUNG20081390, HLUNG20088750, KIDNE20134130, KIDNE20 143200, LIVER20007750, LIVER2001 0510, 
MESAN20021220, MESAN20027900, MESAN20095220, NT2NE20069580, NT2NE20082130, NT2NE20 167660, 

45 NT2RP70003110, OCBBF20000740, OGBBF200 12520, OCBBF201 10730, OCBBF201 18720, OCBBF201 55030, 
OCBBF201 70350, OCBBF20191950, PANCR1 0000860, PEBLM20001 800, PLACE60004260, PLACE60006300, 
PLACE60055590. PLACE60056910, PLACE60057860, P LAC E60 104630, PLACE60 184870, PROST20050390, 
PROST20084680, PROST20 105450, PROST20 106060. PROST20110120, SKMUS20091900, SKNMC20006350, 
SMINT20024140, SMINT20028840. SMINT20086250, SMINT20088440, SMINT20088690, SPLEN20017810, 

SO SPLEN20073880, SPLEN20080070, SPLEN20101950, SPLEN201 08000, SPLEN201 10860, SPLEN201 18050, 
SPLEN20138600. SPLEN20139100. SPLEN201 93230, SPLEN201 93490, SPLEN20201830, TESTI20043130, 
TESTI20047370, TEST120057200, TESTt20059080, TESTI20061 200, TEST120063330. TEST120063600, 
TESTI201 02390, TESTI201 1 61 20, TESTI201 51 800, TESTI201 66670, TESTI2021 0030, TESTI20246860, 
THYMU20020800, THYMU20046770. THYMU20050010. THYMU20054800. THYMU20055740, THYMU20083390, 

55 THYMU201 15380, TRACH20081270, TRACH201 59390, UTERU20040150, UTERU200641 20. UTERU20086530, 
UTERU20127150 

[0222] The clones whose deduced amino acid sequences were detected to have the transmembrane domains by 
SOSUI are as follows. Numerals indicate the numbers of transmembrane domains detected in the deduced amino acid 
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sequences. Of the search result, the clone nanne and the number of transmembrane domains are demarcated by a 
double slash mark (//). 

ADRGL20020290//1 0, ADRGL20021 91 0//2, ADRGL20063770/^, ASTRO2001 001 0//4. ASTRO20045840//3, 
ASTRO20053430//1 , ASTRO20055530//1 , ASTRO20055670//2, ASTRO20056930//2, ASTRO200751 50//1 , 

5 ASTRO20088950//1 , ASTRO20091 1 80//4, BNGH420021 680//1 , BNGH420023870//1 , BNGH420052350//1 , 
BNGH4200596B0//1, BNGH420075940//1, BNGH420087430//3, BRACE1 000051 0//2, BRACE20052530//1 , 
BRAGE20066360//3, BRAGE2006871 0//1 , BRACE20069000//5, BRACE200691 1 0//1 , BRAMY1 0001 730//1 , 
BRAMY20001 51 0//1 , BRAM Y20003880//1 , BRAMY20024790//2, BRAMY20027390//^, BRAM Y20028630//2, 
BRAMY20035380//2. BRAMY20045210//1 . BRAMY20050940//3, BRAMY20053910//2, BRAMY20055760//5, 

10 BRAMY20072440//8, BRAMY20083820//2, BRAMY20089770//1 , BRAMY20096930//1 , BRAMY2011 841 0//1 , 

BRAMY201 23400/>2, BRAMY201 25660//1 , BRAMY201 2731 0//1 , BRAMY201 27760//1 , BRAMY201 36720//3, 
BRAMY201 39440//5, BRAM Y201 5251 0//1 , BRAMY201 94680//2, BRAMY20204270//1 , BRAM Y20225320//2, 
BRAMY202371 90//1 , BRAMY20251 750//1 , BRAMY20285650//2, BRAWH20020470//7. BRAWH2002601 0//1 , 
BRAWH20030000/y2, BRAWH20039640/^. BRAWH20055330//1 , BRAWH20078620//2, BRAWH20093040//3, 

15 BRAWH20185270//5, BRAWH20190550//1, BRCAN10000760//10, BRCAN20001480//3, BRCAN200041 80//1 , 
BRCOC20000470//2, BRCOC20003600//1 , BRHIP10001040//5, BRHIP2000021 0//1 , BRSSN20001970//4, 
BRSSN20074640//2, CD34C20001 750//1 , CTONG2001 7490//1 , CTONG20029030//4, CTONG20041260//9, 
CTONG20044870//2, CTONG20045500//2. CTONG20049480//3, CTONG20051450//1, CTONG20056150//2, 
CTONG20059130//6, CTONG20060040//1 , CTONG20065680//1 . CTONG20071680//13, CTONG20076810//1, 

20 GTONG20078340//2, CTONG20079590//1 , CTONG20083980//1 , CTONG20084020//2, CTONG201 67750//1 , 
CTONG201 68240//3, CTONG201 79890//6, CTONG201 83830//1 , DFNES2001 8000//2, DFNES200281 70//1 , 
DFNES20029660//8, DFNES20072990//9, DFNES20080880//1 , FGBBF20018680//3, FGBBF20029280//2, 
FCBBF20032930//1 , FGBBF20036360//2, FCBBF20054390//2. FCBBF30022680//1 , FCBBF3004261 0//7. 
FCBBF30062490//2, FCBBF30075970//1 , FCBBF30078600//3, FCBBF3009541 0//1 , FCBBF301 05440//3, 

25 FCBBF30118670//1 , FCBBF30145670//1 , FCBBF30164510//1 , FCBBF30169870//1 , FCBBF30172330//1, 
FGBBF30177290//2, FCBBF301 79740//1 , FCBBF301 95690//2, FCBBF30197840//1, FCBBF30212210//1, 
FCBBF30223 11 0//1 , FCBBF30225930//9, FCBBF3023061 0//1 , FCBBF30260480//5, FCBBF3026651 0//3, 
FCBBF30287940//1 , FCBBF50000610//2, FCBBF50004950//3, FEBRA20007820//4, FEBRA20018670//2, 
FEBRA20031 280//7, FEBRA20031 81 0//2, FEBRA20040560//4. FEBRA2005701 0//1 , FEBRA20080860//1 , 

30 FEBRA20084750//1, FEBRA20115930//10, FEBRA20116650//4, FEBRA20121960//5, FEBRA20141980//1, 

FEBRA201 77800//1 , FEBRA201 82030//1 , HCHON20015050//1 , HEART20031 680//1 , HHDPC1 0001140//1 , 
HHDPC20051850//1 , HHDPC20082790//3, HHDPC20088160//1 , HLUNG20015070//2, HLUNG20020850//2, 
HLUNG20029490//1 , HLUNG20032460//1 , HLUNG20033350//2, HLUNG200371 60//2, HLUNG20050760//1 . 
HLUNG20052300//1 , HLUNG20060670y/1 , HLUNG20065990//1 , HLUNG20074330//1 , HLUNG20081390//2, 

35 HLUNG20092530//1, KIDNE20016360//5, KIDN £200831507/3, KIDNE20084030//12, K1DNE20084800//2, 
KIDNE20086490//1 , KIDNE20086660//2. KIDNE20094670//1 , KIDNE20142900//1 , KIDNE20148080//1 . 
KIDNE201 60960//2, KIDNE201 6371 0//1 , KIDNE201 691 80//2, KIDNE201 82540//3, KIDNE201 861 70//1 . 
KIDNE20188630//1. KIDNE20189960//1, UVER20007750//8, LIVER20010990//4, LIVER20030650//6. 
LIVER20038000//4, MESAN20007110//1 , MESAN20008150//3. MESAN20021220//2, MESAN20060430//1 , 

40 M ESAN20067430//3, M ESAN200841 50//3 , NT2N E2001 8740//1 , NT2NE2003921 0//1 , NT2N E20053230//1 , 
NT2NE20059210//1 , NT2NE20080770//1 . NT2NE20082130//3, NT2NE20092950//1 , NT2NE20152620//1. 
NT2NE20167660//1, NT2NE20181800//1. NT2RI20016240//2, NT2RI20021200//3, NT2RI20033920//5, 
NT2RP70027790//2, NT2RP70031070//10, NT2RP70031480//6. NT2RP700871 40//1 , OCBBF20000740//2. 
OCBBF2001 2520//2, OCBBF201 09780//1 , OCBBF201 1 021 0//2, OCBBF201 1 0730//2, OCBBF201 1 2280//3, 

45 OCBBF201 1 8720//3, OCBBF201 23200//2, OCBBF201 6591 0//9, OCBBF201 76650//1 , OGBBF201 85630//1 . 
OCBBF20191950//3. PANCRI0000860//1 , PLACE60004260//1 , PLACE60006300/y2. PLACE60053280//3, 
PLACE60056910//1 , PLACE60057860//3, PLACE60061370//1 , PLACE60070500//2, PLACE60104630//3, 
PLAGE601 0701 0//2, PLAGE601 84870//1 , P ROST2001 1 1 60//2, PROST2001 41 50//2, PROST20035830//1 , 
PROST20050390//1 . PROST200651 00//7, PROST20073280//1 , PROST20082430//1 , PROST20084680//3. 

50 PROST20105450//6, PROST20110120//1, PROST20114100//2. PROST20152510//4, PROST20168600//6, 

PUAEN10000870//2, SKMUS20006790//1 , SKMUS20020770//1 , SKNMG20006350//1 , SKNSH20094350//2, 
SMINT20008110//3, SMINT20024140//1 , SMINT20026200//1 . SMINT20028B40//1 , SMINT20045470//1, 
SMINT20081330//2, SM1NT20092160//1. SPLEN20015100//2. SPLEN20017610//1, SPLEN20017810//2. 
SPLEN20024620//2, SPLEN20054500//1. SPLEN20058180//1, SPLEN20085910//2, SPLEN20090880//2, 

55 SPLEN20101950//6, SPLEN20104690//1 , SPLEN20105100//2, SPLEN20110180//1 , SPLEN20121790//1 , 
SPLEN20125230//1 , SPLEN20136700//1 , SPLEN20175920//1 , SPLEN20177400//2, SPLEN20182850//1 , 
SPLEN201 83960//1 . SPLEN201 90080//1 , SPLEN201 90770//1 . SPLEN201 93230//1 , SPLEN201 93790//1 . 
SPLEN20204670//1 . TESOP1 0000350//1 , TESTI200061 60//5, TESTI20038240//1 , TESTI20043220//1 , 
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TESTI20046540//1 . TEST!20d46870//1 , TESTI20050400//1 . TEST120051 730//7, TESTI20053260//2, 
TESTI20053780//1 , TESTI20057200//1 , TESTI20057590//1 , TESTI20061 200//1 0. TESTI200621 20//1 , 
TESTI20063330//1 , TESTI2006341 0//1 , TESTI20068530//2, TESTI20070400//1 0, TESTI20070740//1 , 
TESTI20073460//1, TESTI20095200//6, TESTI20095880//10, TESTI20100090//1, TESTI20102390//2, 

5 TESTI20113940//3. TESTI20121040//1, TESTI20149880//3, TESTI20151800//3, TESTI2016278Q//4, 
TESTI20170170//1, TESTI20173050//1, TESTI20186110//11 . TESTI20198540//2, TESTI20199110//1 , 
TEST120202830//1 . TESTI20204260//1 , TESTI2021 4630//2, TESTI20244730//1 , TESTI20246860//1 , 
TESTI2024641 0//1 , TESTI20257910//1 , TESTI20260640//1 . TESTI20261040//4, TESTI20262160//11 , 
TESTI20262940//1 . TESTI2026491 0//1 , TESTI20271 790//9, TESTI20278280//3, TESTI20282420//2, 

10 TESTI20282900//1 , TESTI20286590//1 , THYMU20007020//3, THYMU2001 2020//1 , THYMU2001 7270//2, 
THYMU20020800//4, THYMU20025480//3, THYMU20030690//7, THYMU20034790//2. THYMU20046350//1 , 
THYMU2005001 0//5. THYMU20054800//2, THYMU20055740//1 , THYMU20062770//1 , THYMU20078240//1 , 
THYMU20079690//2, THYMU20083390//3, THYMU20087270//1 , THYMU20100940//4, THYMU20106990//1 , 
THYMU201 15380/^, THYMU20137050//3, THYMU20137570//1 , THYMU20143230//2. THYMU20145990//3, 

15 THYMU20150190//2, THYMU20153210//10, THYMU20154790//3, THYMU20163600//2, THYMU20171580//1, 
THYMU20176010//1, THYMU20178440//1, THYMU20185470//2, TRACH20011540//2, TRACH20021380//4, 
TRACH20073990//1, TRACH20081270//2, TRACH20149720//1, TRACH20 1 49740 1 /1 . TRACH20163470//11 , 
TRACH201 65330//3, TRACH201 67090//2, TRACH201 73680//8, UMVEN1 0001 380//2. UTERU20035770//1 , 
UTERU20045200//5, UTERU20064120//7. UTERU20086530//2, UTERU20089300//1 . UTERU200951 00//3, 

20 UTERU20099040//5, UTERU201 03200//3. UTERU201 2581 0//1 , UTERU201 271 50//8. UTERU201 39760//1 , 
UTERU20188840//2 

[0223] The Names of clones whose deduced amino acid sequences were detected to have functional domains with 
Pfam, and the name of hit functional domains are as follows. The search result is Indicated as "clone name/Zfunctional 
domain name". When the clone has multiple hit functional domains, they are listed and demarcated by a double slash 
25 mark (//). When the clone has multiple hits of an identical functional domain, each is listed without abridgment. 

ADRGL20020290//Sodtum:galactoside symporter family/ZNucleoside transporter ADRG1^0021910//Immunoglobulin 
domain 

ADRGL20026790//PWWP domain 

ADRGI^0036840//Class I Histocompatibility antigen, domains alpha 1 and 2 
30 ADRGl^0047770//ATP synthase (F/1 4-kDa) subunit 

ADRGL20059610//0-Glycosyl hydrolase family 30 

ADRGL20062330//Spectrin repeat/ZSpectrin repeat/ZBacterial flagellln N-terminus//Spectrin repeat/ZSpectrin repeatZZ 
Spectrin repeat 

ADRGL20066770ZZCollagen triple helix repeat (20 copies)ZZC1q domain 
35 ADRGL20079060ZZr ransglutamlnase-like superfamily 

ASTRO20006530ZZIntermedle filament proteinsZZMyc leucine zipper domain 
ASTRO20010010ZZPhotosynthetic reaction center protein 
ASTRO2001 0290ZZPHD-finger 

ASTRO20026320ZAZiral (Superfamily 1) RNA helicaseZZHeavy-metal-associated domainZA/iral (Superfamily 1) RNA 
40 helicase 

ASTRO20038400ZZHomebox domain/ZCommon central domain of tyrosinaseZZRhabdovirus nucieocapsid proteinZZ 
Homeobox domainZZl-lomeobox domainZZHomeobox domain 
ASTRO20046280ZZMutT-like domain 

ASTRO20050810ZZFGGY family of carbohydrate kinasesZZFGGY family of carbohydrate kinases 
45 ASTRO20052420ZZRhoGEF domainZZPH domainZZSH3 domain 

ASTRO20053430ZZFERM domain (Band 4.1 famlly)ZZFERM domain (Band 4.1 family)ZZDeita-aminolevulinic acid dehy- 
drataseZ/Lipoprotein amino terminal region 
ASTRO20056570ZZPrlon protein 

ASTRO20055930ZZAIdehyde oxidase and xanthine dehydrogenase, C temilnusZZZInc finger, C3HC4 type (RING finger) 
50 ASTRO20085080ZZWD domain, G-beta repeatZ/FlbrillarinZZWD domain, G-beta repeat/ZWD domain, G-beta repeatZZ 
WD domain, G-beta repeat//WD domain, G-beta repeatZZWD domain, G-beta repeatZ/WD domain, G-beta repeat 
ASTRO20088950Z/GIycosy( hydrolase family 1 
BGGI120010750ZZPhosphoglucose isomeraseZZRibosomal protein L7Ae 

BNGH420015760ZZWD domain, G-beta repeat/ZWD domain, G-beta repeatZ/WD domain, G-beta repeat/ZWD domain, 
55 G-beta repeat/ZWD domain, G-beta repeat 

BNGH420024870ZZG2 domainZZC2 domainZZC2 domain 

BNGH420035290ZZZinc finger, C3HC4 type (RING flnger)Z/TRAF-type zinc fIngerZZHrl repeat motifZ/WD domain, G- 
beta repeat/ZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta 
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repeat//WD domain, G-beta repeat//WD domain, G-beta repeat 
BNGH420036410//Arsenical pump membrane protein 
BNGH420046790//lmmunoglobulln domain 
BNGH420052350//Urotensln 11 

BNGH420059680//NHL repeat//NHL repea1//NHL repeat//NHL repeat 

BNGH420070370//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2iH2 type//Zlnc finger, C2H2 type//Zinc 
finger, C2H2 type 

BNGH420074600//RNA polymerase beta subunit 

BNGH420077980//lmmunoglobulln domaln/Zlmmunogiobuiin domaln//lmmunoglobulin domaln/Zlmmunoglobulin do- 
main/Zlmmunoglobuiin domain/Zlmmunogiobulin domain 
BNGH420086030ZZPH domain/ZRhoGAP domain 

BRACE20003310ZZKRABboxZZZIncflnger, C2H2typeZZZi no finger, C2H2typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 
typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, G2H2 
typeZZZInc finger, C2H2 type/ZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, G2H2 type 
BRACE20007330/ZBTB/POZ domalnZZKeicli motifZZKeich motifZ/Kelch motlf/ZKelch motifZ/Kelcli motlfZZKelch motif 
BRACE20014450/ZalphaZbeta hydrolase fold 
BRACE20050870ZZDEADZDEAH box hellcase 

BRAGE20051600ZZReverse transcriptase (RNA-dependent DNA polymerase) 

BRACE20051930ZZMAM domain. 

BRACE20054600ZZvon Wlllebrand factor type D domain 

BRAGE20055560/ZWD domain, G-beta repeal/ZWO domain, G-beta repeat 

BRACE20059810//TSC-22Zdip/bun family 

BRACE20061 620/ZSPRY domain 

BRACE20065470/ZUbiqultln family 

BRACE20069000ZZCLN3 protein 

BRAGE20079200ZZvon Wlllebrand factor type D domain 

BRACE20099070/ZFYVE zinc finger 

BRACE20196180ZZHMG (liigh mobility group) box 

BRACE20204670/ZProtein-tyrosine phosphataseZZDual specificity phosphatase, catalytic domainZZFatty acid desatu- 
raseZZProtein-tyrosine phosphatase 

BRACE2021541 0/ZlmldazoIeglycerol-phosphate dehydrataseZZUvrDZREP hellcase 
BRAIVIY20001 51 OZZZinc finger, C3HC4 type (RING fingen-ZZPHD-flnger 

BRAMY20003540ZZPH domalnZZEF handZZEF handZAZIral RNA dependent RNApolymeraseZZPhosphatldylinosltol-spe- 
cific phospholipase C, X domainZZPhosphatldyiinositol-specifIc phospholipase 0, Y domalnZZBIeomycIn resistance pro- 
teinZZC2 domain 

BRAMY20005080ZZUblqultin carboxyl-temriinal hydrolase family 2 
BRAMY2001 3670/ZS-adenosyimethionine synthetase 
BRAMY20016780//Proprotein convertase P-domain 
BRAMY20023640/ZUBX domain 
BRAMY20027990ZZC2 domain 

BRAMY20028620ZZQulnollnate phosphoribosyl transferase 
BRAMY20035380ZZCation efflux family 
BRAMY20035830/ZBTBZPOZ domainZZThymldylate synthase 

BRAMY20038980ZZGranulocyte-macrophage colony-stimulating factorZZBorrella outer surface protein E and F 
BRAMY20040580ZZZInc finger, C2H2 typeZZZInc finger, C2H2 type 

BRAMY20043630/ZLeucine Rich RepeatZ/Leucine Rich RepeatZZLeuclne Rich RepeatZZLeucine Rich RepeatZZLeuclne 
Rich RepeatZZLeucine Rich RepeatZZLeuclne Rich RepeatZZLeuclne Rich RepeatZZLeuclne Rich RepeatZZLeucine Rich 
RepeatZZLeuclne Rich RepeatZZLeucine Rich RepeatZZLeuclne Rich Repeat 
BRAMY20044920ZZUblqultin carboxyi-tenninal hydrolase family 2 
BRAMY20045420ZZDomain found In Dishevelled, Egl-10, and Pleclcstrin 
BRAMY20051820ZZG2 domain 
BRAMY20056620ZZCa transferase domain 
BRAMY20056840ZZPWWP domain 

BRAMY20076100ZZLigand-bindlng domain of nuclear homrione receptor 
BRAMY20089770ZZATP P2X receptor 

BRAMY20091230ZZMItochondrial carrier proteinsZZMItochondrial earner proteins 

BRAMY20094890ZZSURF4 family 

BRAMY20102900ZZEphrin 
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BRAMY20111780//Zinc finger, C2H2 type/ZTranscription factor S-ll {TFI1S)//Zinc finger, C2H2 type//Zinc finger, C2H2 
type//Zinc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 
type//Zinc finger, C2H2 type/ZZInc finger, C2H2 type//Zlnc finger, C3HC4 type (RING flnger)//Zlnc finger, C2H2 type// 
Zinc finger, C2H2 type 

BRAi\/IY20117670//DnaJ central domain (4 repeats)//DnaJ C tennlnal region 
BRAMY20118410//Phospholipase D. Active site motif 
BRAMY20118490//FGGY family of carbohydrate kinases 
BRAMY201 25360//Asparaglnase 
BRAIVIY20134050//Nucleosome assembly protein (NAP) 
BRAMY201 43870//Peptldyl-tRNA hydrolase 

BRAMY20152510//Protein-tyrosine phosphatase/ZDual specificity phosphatase, catalytic domain 
BRAMY20158550//EF hand//EF hand 

BRAMY20206340//WD domain, G-beta repeatZ/Dockerin domain type I//WD domain, G-beta repeat//WD domain, G- 

beta repeat//WD domain, G-beta repeat//WO domain, G-beta repeat 

BRAMY20227860//lnsulin-like growth factor binding protelns/ZSpectrin repeat 

BRAMY20234820//Ribosomal L25p family 

BRAMY20238630//rPR Domain//TPR Domaln//TPR Domain 

BRAMY20244490//Adenylate kinase 

BRAMY202451 40//Gycllc nucleotide-binding domain 

BRAMY20251210//Ephrin receptor ligand binding domaln//EB module 

BRAI\/IY20263000//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, 
G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat 
BRAMY20274510//Rlbosomal protein L11 

BRAWH20014590//RNA recognition motif, (a. k. a. RRM, RED, or RNP domain) 
BRAWH20021910//Garboxylesterases 

BRAWH20026010//Hepatltls C virus RNA dependent RNA polymerase 

BRAWH20039640//Leucine rich repeat N-temiinal domain/ZLeuclne Rich RepeatZ/Leucine Rich RepeatZ/Leucine Rteh 
RepeaV/Leucine Rich RepeatZ/Leucine Rich RepeatZZLeucine Rich RepeatZ/Leucine rich repeat C-tenninal domain// 
Leucine rich repeat N-tenninal domain//Leuclne Rich RepeatZ/Leucine Rich RepeatZ/Leucine Rich Repeat//Leucine 
Rich RepeatZ/Leucine Rich RepeatZ/Leucine Rich RepeatZ/Leucine rich repeat C-temilnal domain 
BRAWH20040680/ZZinc finger, C3HG4 type (RING finger)//DENN (AEX-3) domain 
BRAWH20047790Z/HMG (high mobility group) box 
BRAWH20050740ZZBTBZPOZ domain 

BRAWH20080580Z/Zinc finger, C2H2 type/ZZinc finger, C2H2 type//Zlnc finger, C2H2 type/ZZinc finger, C2H2 type// 
DnaJ central domain (4 repeats)/ZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 type//Zinc finger, 
C2H2 typeZ/Zinc finger, C2H2 type//Zlnc finger, G2H2 typeZZZinc finger, G2H2 type 
BRAWH20093040ZZEukaryotic protein kinase domain 
BRAWH20094900ZZBNR repeat/ZBNR repeat//BNR repeat 

BRAWH20095900//KRAB box//Zinc finger, C2H2 type//Zlnc finger, C2H2 type/ZTranscription factor S-H (TFIIS)//Zinc 
finger, C2H2 type//Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type//Zinc finger, C2H2 type/ZZinc 
finger, C2H2 type/ZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc 
finger, G2H2 typeZZZinc finger, C2H2 typeZZPHD-fingerZZZInc finger, C2H2 typeZZZinc finger, C2H2 type 
BRAWH20183170ZZLeucine Rich RepeatZZLeuclne Rich Repeat/ZLeuclne Rich RepeatZZLeucine Rich Repeat 
BRAWH201 85260ZZrroponinZZSerine hydroxymethyltransferase 
BRAWH20185270ZZUncharacteri2ed protein family UPF0057 
BRAWH20188760ZZGIyplcanZZublEZCOQ5 methyltransferase family 
BRAWH20191980ZZProllne dehydrogenase 
BRGAN10001050ZZCell division protein 

BRCAN20005410ZZZInc finger, 04 type (two domalns)ZZZInc finger, C2HG typeZZSAM domain (Sterile alpha motlf)ZZ 
Sterile alpha motif (SAM)ZPolnted domain 
BRCOC20000470ZZTPR DomainZ/TPR Domain 
BRSSN20005610ZZPDZ domain (Also known as DHR orGLGF). 
BRSSN20005660ZZBacterial type II secretion system protein 

BRSSN20066440ZZSCAN domalnZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
BRSSN20074640ZZPeptidase family M48 
BRSSN20093890ZZKelch motifZZKelch motif 
CD34C20001750ZZImmunoglobulln domainZZImmunoglobulIn domain 

CTONG20004110/ZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZTropomyoslnsZZTransient receptorZZ 



84 



EP 1 308 459 A2 



Apolipoprotein A1/A4/E family//MutS family, N-terminai putative DNA binding domain//K-box region/ZOuter membrane 
efflux protein 

CTONG20004520//SH3 domain 

CTONG20007660//Caspase recruitment domain//DNA polymerase (viral) N-termlnal domain//bZIP transcription fac- 
tor//K-box region 

CTONG2000B190//ADP-rlbosylation factor family//Ras family 
CTONG20017490//Sema domain/ZSema domainZZIntegrlns, beta chalnZZPIexin repeat 

CTONG20020950ZZZinc finger, C2H2 typeZZZinc finger, C2H2typeZZZInc finger, C2H2typeZZZinc finger, C2H2 typeZZZinc 
finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
CTONG20029030ZZLeucine Rlcii RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine 
Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich Repeat 

CTONG20030280ZZWD domain, G-beta repeatZZG ram-negative pill assembly chaperoneZZWD domain, G-beta repeatZ/ 
WD domain, G-beta repeatZZWD domain, G-beta repeat/ZWD domain, G-beta repeatZZWD domain, G-beta repeat 
CTONG20032930Z/AmnadilloZbeta-catenln-like repeats 
CTONG20033610ZZRyR domain 

CTONG20033750ZZFtsKZSpolllE familyZZATPases associated with various cellular activities (AAA) 
CTONG20036990ZZImmunoglobulin domainZZlmmunoglobulin domain 
CTONG20044230ZZZInc finger, C2H2 typeZZZinc finger, C2H2 type 
CTONG20044870ZZPH domainZZPH domain 

CTONG20045500Z/Translation Initiation factor IF-3/ZHC03- transporter familyZZHC03- transporter famllyZZDomaIn of 
unknown function DUF139 
CTONG20046690ZZSrc homology domain 2 

CTONG20049480ZZbZI P transcription f actorZZCarbamoyl-phosphate synthase (CPSase)ZZtRNA synthetases class I (C) 
CTONG20060040ZZNusB family 
CTONG20063770ZZKE2 family proteinZZSpectrIn repeat 

CTONG20063930ZZSH3 domalnZZWW domalnZZWW domainZZPH domainZZRhoGAP domain 
CTONG20066110ZZTPR DomainZZTPR Domain 

CTONG20068360ZZMitochondrial carrier proteinsZZMItochondrial carrier proteins 
CTONG20069420ZZRibosomal protein S14pZS29e 
CTONG20070090ZZBacterial luclferase 

CTONG20070720ZZPH domainZZRhoGAP domainZZbZIP transcription factor 
CTONG20070910ZZPCI domain 

CTONG20071040ZZBetaZGamma crystalllnZZBetaZGamma crystallinZZBetaZGamma crystallinZZBetaZGamma crystallinZ/ 
Similarity to lectin domain of ricin beta-chain, 3 copies. 

CTONG20071680ZZ3'-5* exonucleaseZZCytochrome c oxidase subunit llfZZAmmonium Transporter FamilyZZ7 transmem- 
brane receptor (Secretin family) 

CTONG20072930ZZKRAB boxZZRIbosomal protein L20Z/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, 
C2H2 typeZ/ZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZTranscriptlon factor S-ll (TFIIS)ZZZInc finger, C2H2 typeZZ 
Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZ 
Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZPutative zinc finger in N-recogninZZZinc finger, 
C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
CTONG20074000ZZZInc finger, C2H2 typeZZZinc finger, C2H2 type/ZZinc finger. C2H2 typeZZZinc finger, C2H2 typeZ/Zinc 
finger, C2H2 type 

CTONG20074170ZZDENN (AEX-3) domain 
CTONG20076810ZZRibosomal protein LI 6ZZPheromone A receptor 
CTONG20079590ZZSialyltransferase family 
CTONG20083430ZZNuclear transition protein 2 
GTONG20083980ZZWH1 domain 
CTONG20084660ZZSCAN domain 
CTONG20085210ZZLipase (class 3) 

CTONG20165750ZZG-patch domalnZZDouble-stranded RNA binding motif 
GTONG201 69040ZZbZI P transcription facto rZZAdeny late cyclaseZZIntermediate filament proteins 
GTONG20170940ZZAnk repeatZZAnk repeatZZAnk repeatZZSAIVI domain (Sterile alpha motif) 
CTONG20174580ZZTBC domain 

CTONG20176040ZZADP-ribosylation factor f am ilyZZRas family 
CTONG201 80690ZZCollagen triple helix repeat (20 copies) 

CTONG20183430ZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZ/ 
Zinc finger, C3HC4 type (RING flnger)ZZZinc finger, G3HC4 type (RING finger)ZZZinc finger. G3HC4 type (RING finger) 
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CTONG201 8483d//ABC transporter 
CTONG20186290//Alclehyde dehydrogenase family 

CTONG20186370//KRAB box//Zlnc finger. C2H2 type//Zlnc finger, C2H2 type/ZZInc finger, C2H2 type//Zinc finger, 
C2H2 type 

5 CTONG20186520//KRAB box//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, 
C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zlnc finger, C2H2 type/ZZInc finger, C2H2 type//Zinc finger, 
C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type/ZTranscriptlon factor S-ll (TFIIS)// 
Zinc finger. C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type 
CTONG20186550//BTB/POZ domaln//K+ channel tetramerisatlon donnain 

10 CTONG201 88080//TPR Domain 

CTONG201 89000//RhoGEF domain 

CTONG201 90290//R3H domaln//RNA dependent RNA polymerase/ZUncharacterized protein family UPF0024 

DFNES20025600//Slgma-54 interaction domain/ZATPases associated with various cellular activities (AAA) 

DFNES20043710ZZSrc homology domain 2/ZDomaln of unl<nown function DUF36 
15 DFNES20055400ZZViral coat proteln/ZPutative diphthamide synthesis protelnZ/lnfluenza non-structural protein (NS1) 

DFNES20057660ZZPIant thIonins/ZMitochondrlal carrier proteinsZZMItochondrlal earner proteins 

DFNES20072990Z/lntegral membrane protein DUF6/Zlntegral membrane protein DUF6 

DFNES20073320ZZZinc finger, C3HC4 type (RING finger)ZZPHD-fingerZZB-box zinc finger. 

DFNES20076340ZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 type 
20 DFNES20080880ZZGIycosyl transferasesZZSImilarity to lectin domain of rlcln beta-chain, 3 copies. 

DFNES20094820ZZPHD-finger/ZZn-finger in ubiquitln-hydrolases and other proteins 

FCBBF10000230//Sec7 domainZ/PH domain 

FCBBF1 0004760ZZHMG (high mobility group) box 

FCBBF2001 8680ZZC2 domalnZZC2 domain 
25 FCBBF20020440/ZUrease 

FCBBF20023490ZZHelicases conserved C-temninal domain 

FCBBF20033360ZZBTBZPOZ domainZZKelch motlfZZKelch motlfZZKelch motlfZZKelch motlfZZKelch motif 
FCBBF20035430ZZAN1 -like ZInc ting erZ/ANI -like Zinc finger 
FCBBF20035490ZZKH domain 
30 FCBBF20041 380ZZSAM domain (Sterile alpha motif) 
FCBBF20043730ZZUBA domain 
FCBBF20059660ZZTPR Domain 
FCBBF20066340ZZPH domain 

FCBBF20070950ZZDNA binding domain with preference for AZT rich regions 
35 FCBBF30001100ZZDENN (AEX-3) domainZZPPR repeat 
FCBBF30002270ZZIinker histone H1 and H5 family 

FGBBF30003610ZZZInc finger, G2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZPIant PEC family metal- 
lothionein/ZDM DNA binding domaln/ZZInc finger, C2H2 type/ZZInc finger, C2H2typeZ/Zlnc finger, C2H2 type/ZZInc finger, 
G2H2 type/ZPHD-finger//Zinc finger, C2H2 type/ZZInc finger, C2H2 type/ZPhorbol esters/dlacylgtycerol binding domain 
40 (01 domain) 

FGBBF30004340ZZRIbosomal protein S3, C-termlnal domain./ZSImiiarity to lectin domain of ricin beta-chain, 3 copies. 
FCBBF30005360ZZSigma-54 interaction domainZZATPases associated with various cellular activities (A/\A)//ATPases 
associated with various cellular activities (fiJKA) 

FCBBF30005500//PH domain/ZPH domainZ/Putative GTP-ase activating protein for Arf 
45 FCBBF3001 gMOZZ'chromo* (CHRromatin Organization Modifier) domalnZ/chromo' (OHRromatin Organization Modifi- 
er) domalnZZDEADZDEAH box hellcase//SNF2 and others N-temrilnal domaln/ZHellcases conserved C-temninal domain 
FCBBF3001 91 BOZ/ArmadilloZbeta-catenin-like repeatsZZLipoprotein amino terminal region 

FCBBF30021 900ZZZInc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZPHD-fingerZZZinc finger. C2H2 typeZZZinc finger, 
C2H2 typeZZZInc finger, C2H2typeZ/Zlnc finger, C2H2 typeZZBolA-IIke protelnZZZinc finger, C2H2 typeZZZInc finger, C2H2 
so type/ZSnake toxinZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZ/Zinc 
finger, C2H2 typeZZZinc finger. C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type FCBBF30022680ZZ3'-5' ex- 
onuclease 

FCBBF30029250ZZSET domain 
FCBBF30035570ZZC2 domain 
55 FCBBF30048420ZZT-boxZZwnt family of developmental signaling proteins 

FCBBF30071 500ZZInfluenza RNA-dependent RNA polymerase subunit PBIZZReprolysin family propeptldeZZLeptin 
FCBBF30076310Z/Eukaryotic protein kinase domainZZEukaryotic protein kinase domalnZZProteIn kinase C temiinal do- 
main 
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FCBBF30079770//D-isomer specific 2-hydroxyaclcl dehydrogenases 
FCBBF30080730//RNA recognition motif, (a.k.a, RRIVI, RBD, or RNP domain)//Zinc l<nuckle 
FCBBF30085560//Pyridine nucleotlde-dlsuiphlde oxidoreductase//FAD binding domain/ZFiavin containing amine oxl- 
dase/ZPhytoene dehydrogenase related enzyme 
5 FCBBF300931 70Z/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc 
finger, C2H2 type 
FCBBF30100080ZZSec7 domain 

FCBBF30100120ZZPD2 domain (Also known as DHR or GLGF). 
FCBBF30100410ZZNucleosome assembly protein (NAP) 
10 FCBBF30118670ZZReprolysin (M12B) family zinc metailoproteaseZZDisintegrinZZEB moduleZZIHantavirus glycoprotein 
G2ZZAdenovlrus E3 region protein CR2ZZjmjN domain 
FCBBF30125460ZZZinc finger, C3HC4 type (RING finger) 

FCBBF30129010ZZKRAB boxZZZInc finger, C2H2 typeZZGATA zinc fingerZZZinc finger, G2H2 typeZZZinc finger, G2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Transcrlptlon factor S-lt (TFIIS)ZZZInc finger, G2H2 type 
15 FCBBF301 3041 OZZUvrBZuvrC motif 

FCBBF30132050ZZGalactosyltransferaseZZFringe-like 

FGBBF30132660ZZLeucine rich repeat N-termlnal domainZZLeucine Rich RepeatZZLeucine Rich Repeat/ZLeucine Rich 
RepealZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich Repeat 
FCBBF30136230Z/Zinc finger, C2H2 typeZZZinc finger. C2H2 typeZZZinc finger, C2H2 type/ZZinc finger, C2H2 typeZZ 
20 Gystatin domainZZHomeobox domalnZZZinc finger, C2H2 type/ZZinc finger, G2H2 typeZZZinc finger, C2H2 type 
FGBBF30142290ZZPHD-finger 

FGBBF30143550ZZPhosphatidylinositoi-4-ph6sphate 5-Kinase 

FCBBF30153170ZZPhosphofructoklnaseZZPhosphofructokinaseZZPhosphofructokinaseZZPhosphofructokinase 

FCBBF30161780ZZgag gene protein p24 (core nucleocapsid proteln)ZZZinc knuckle 
25 FGBBF30164510ZZCadherin domainZZCadherin domainZZCadherin domainZZFructose-bisphosphate aldolase class-IZZ 

Gadherin domainZZGadherin domainZZAIphaherpesvirus glycoprotein EZZGadherin cytoplasmic region 

FGBBF301 66220ZZSerine hydroxymethyitransf erase 

FGBBF30169280ZZPHD-fingerZZZinc finger, G3HG4 type (RING finger) 

FGBBF30171230ZZSubtilasefamilyZZProprotein convertase P-domain 
30 FGBBF30173960ZZBeta-lactamaseZZTPR Domain 

FGBBF30194550ZZArsenical pump membrane proteinZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeat// 

Dehydrogenase E1 componentZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZ/Ank repeat/ZAnk repeat 

FGBBF30195690ZZC2 domain 

FGBBF301 97840ZZSushi domain (SGR repeat)ZZGUB domainZZSushI domain (SGR repeat)ZZGUB domainZZSushI domain 
35 (SCR repeat)ZZSushi domain (SGR repeat)ZZSushl domain (SGR repeat) 

FGBBF3021 221 OZZImmunoglobulin domain 

FGBBF30215240ZZPH domainZZFERI\/l domain (Band 4.1 family) 

FGBBF30220050ZZLIgand-bindlng domain of nuclear honnone receptor 

FGBBF3022291 OZ/Gorticotropin-releasing factor family 
40 FGBBF30236670ZZDEADZDEAH box helicase 

FGBBF30250980//WD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain. G-beta repeatZZWD domain, 

G-beta repeatZZWD domain. G-beta repeatZZWD domain, G-beta repeat 

FGBBF30255680ZZVeslcular monoamine transporterZZGGL domainZZEzrinZradixinZmoesIn familyZZAnk repeat/ZAnk re- 
peat 

45 FGBBF30257370ZZGeminivirus AL1 proteinZZOuter membrane efflux protein 

FGBBF30259060ZZZinc finger, G2H2 typeZZZinc finger, G2H2 typeZZZinc finger, G2H2 type/ZZinc finger present In dys- 
trophin, CBP/p300//Zinc finger, C2H2 typeZ/PHD-finger/ZZinc finger, G2H2 typeZZZinc finger, G2H2 typeZZDM DNA bind- 
ing domalnZZZinc finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, G2H2 typeZ/Zinc finger, C2H2 typeZZTranscrip- 
tion factor S-ll (TFIIS)ZZZInc finger, G2H2 typeZZTRAF-type zinc fingerZZZinc finger, G2H2 typeZ/Zinc finger, G2H2 typeZ/ 

50 Zinc finger, G2H2 typeZZZinc finger, G2H2 typeZZZinc finger, G2H2 type 

FGBBF30260210//SNF2 and others N-termina domainZZHel leases conserved G-temninal domainZZDomain of unknown 
function DUF94 

FGBBF30263080ZZZinc finger, G2H2 typeZZZinc finger, G2H2 type 
FGBBF30266510ZZDomaln of unknown function DUF71 
55 FGBBF30271 990//Ank repeat/ZAnk repeat/ZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeat/ZAnk repea1//Ank repeatZZ 
Ank repeatZZAnk repeat/ZAnk repeat//Ank repeat 
FGBBF30275590//L1M domain containing proteins 

FGBBF30282020//Ank repeat/ZAnk repeat/ZAnk repeatZZK-i- channel tetramerisation domainZZBTBZPOZ domain 
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FCBBF30285930//Zinc finger. C2H2 type//Zlnc finger, C2H2 type//2inc finger, C2H2 type//Zlnc finger, C2H2 type//Zlnc 
finger, C2H2 type 

FCBBF60001650//MORN motlf//MORN motif/ZMORN moW/MORN motlf/ZMORN motif/ZMORN motifZZMORN motifZ/ 
MORN motif 

FCBBF50003530ZZZinc finger, C3HC4 type (RING finger) 
FCBBF50004950ZZPutatlve replicase 1 (0RF2) 

FEBRA20005040/Zlntemiedlate filament protelns/ZHr1 repeat motifZZTroponinZZGrpE 
FEBRA20007820/ZDNA polymerase famiiy B 

FEBR/V20018670//Viral methyltransferase/ZRiboso protein 519Z/Aipha-2-macrogiobuljn family N-temninal region 
FEBRA20026820/ZKRAB boxZZZInc finger, C2H2 typeZ/ZInc finger, C2H2 typeZ/ZInc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZInc finger, C2H2 typeZZPutatlve zinc finger in N-recogninZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc 
finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 

FEBRZV20027070ZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Transcriptlon factor S-ll (TFIIS)ZZZInc finger, C2H2 
typeZ/ZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZTRAF-type zinc fingerZZZInc finger, C2H2 typeZ/Zinc finger, C2H2 
typeZZZinc finger, C2H2 type 

FEBR/V20029620ZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich Repeat 

FEBRA20031000ZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine 
Rich RepeatZZLeucine Rich RepeatZZInsulinZIGFZRelaxIn famllyZ/Rlbosomal RNA adenine dimethylasesZZSAI\/l domain 
(Sterile alpha motlf)Z/TFIIE alpha subunitZZZInc finger, C3HC4 type 
(RING finger) 

FEBRA20031 280ZZProtein of unknown function DUF82 
FEBRZV20038330ZZCortlcotropin-releasing factor family 

FEBR/V20038970ZZLamlnln EGF-like (Domains III and V)ZZPho estersZdiacylglycerol binding domain (CI domaln)ZZ£GF- 
llke domaln/ZEGF-IIke domalnZZTrypsin Inhibitor like cysteine rich domainZZMetallothioneinZZEGF-like domainZZEGF-like 
domalnZ/Extracelluiar link domain 

FEBRZ\20046200ZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeatZZAnk repeat 
FEBRA20046510ZZZincfinger, C2H2 typeZZZinc finger, C2H2typeZZBolA-like protelnZZZinc finger, C2H2 typeZZZinc finger, 
C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, G2H2 typeZZZinc finger, 
C2H2 type 

FEBRA20063720ZZKRAB boxZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, G2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 
type 

FEBRZV20078800ZZNADH ubiquinone oxidoreductase, 20 Kd subunit 
FEBRZ\20080860ZZHantaviais glycoprotein G2 

FEBRA20087550ZZWD domain, G-beta repeatZZWD domain, G-beta repeat 
FEBRA20088610ZZCRAL/rRIO domain. 
FEBRA20088810ZZFibrob!ast growth factor 
FEBRA20090160ZZNuclear transition protein 2 

FEBRA20090220ZZNucleotidyl transferase/ZBacterial transferase hexapeptide (four repeats)ZZBacterial transferase 
hexapeptide (four repeats)ZZBacterlal transferase hexapeptide (four repeats)ZZDomaln of unknown function DUF29/Z 
Peptide honnoneZZelF4-gammaZelFSZelF2-epsilon 

FEBRA20092760ZZLIM domain containing proteinsZZLII\/l domain containing protelnsZZLIM domain containing proteins 
FEBRA20116930ZZDivalent cation transporterZZTranslation Initiation factor IF-3ZZDIvalent cation transporter 
FEBRA20150420ZZTranslent receptorZZBon^elia ORF-Z\ZZTranslent receptor 

FEBR/V201 70240ZZSGAN domalnZZKRAB boxZZZInc finger, C2H2 typeZ/ZInc finger, G2H2 typeZZZinc finger, C2H2 typeZZ 
Zinc finger, C2H2 typeZZZinc finger, C2H2 type 

FEBRA20172230ZZPhospholipase D. Active site motlfZZPhospholipase D. Active site motif 
FEBRZV20173330ZZEukaryotic protein kinase domain 
FEBRA20175330ZZD-isomer specific 2-hydroxyacid dehydrogenases 
FEBRA20191720ZZGGL domainZZRegulator of G protein signaling domain 

HCH0N1 00001 50ZZL1M domain containing protelnsZZLIM domain containing protelnsZZLIM domain containing protelnsZZ 
Zinc finger, C3HC4 type (RING finger) 
HCHON20000870/ZEukaryotic protein kinase domain 

HCHON20002650ZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
HCHON20002710ZZUblquitin carboxyl-termlnal hydrolase family 2 
HCHON20015050ZZvon Willebrand factor type A domalnZZIPTZTIG domainZZSm protein 
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HEART10001420//MYND fjnger//SET domain 
HEART10001490//FAD binding domain 
HEART20009590//Peptldase family M41 

HEART20019310//Zinc finger. C3HC4 type (RING finger)//PHD-flnger//B-box zinc finger. 

5 HEART20022200//lnfluenza Matrix protein (M1)//metallopeptidase family M24 

HEART20047640//3'5'-cyclic nucleotide phosphodiesteraseZ/Fomiin Homology 2 Domain 
HEART20082570//C-5 cytosine-specific DNA methylase/ZGIyclne cleavage T-protein (aminomethyl transferase) 
HHDPC20081230//RNA recognition motif. {a.k.a. RRM, RBD, or RNP domain)//RNA recognition motif, (a.k.a. RRM, 
RBD, or RNP domaln)//RNA recognition motif, (a. k. a. RRI\^, RBD. or RNP domalny/RNA recognition motif, (a. k. a. 

10 RRM, RBD, or RNP domain) 

HHDPC20088160//PDZ domain (Also known as DHR or GLGF). 
HLUNG20008460//bZIP transcription factor 
HLUNG20011260//Eukaryotic protein kinase domain 

HLUNGZOOI1460//RNA recognition motif, (a.k.a. RRM, RBD, or RNP domaln)//RNA recognition motif. (a.k.a. RRM, 
IS RBD, or RNP domain) 

HLUNG20014590//Zlnc finger, C2H2type//Zinc finger, C2H2 type/ZPutative zinc finger in N-recognin//Zinc finger, C2H2 
type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zlnc finger, C2H2 
type//Zinc finger. C2H2 type/ZTranscription factor S-il (TFIIS)ZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
HLUNG20015070ZZLeucine rich repeat N-terminal domainZZLeuclne Rich RepeatZZLeucine Rich RepeatZZLeucine Rich 
20 RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rteh RepeatZZLeucine rich repeat 
C-temiinal domainZZImmunoglobulin domain 
HLUNG20024050ZZRubredoxin 

HLUNG20028110ZZZinc finger, C3HC4 type (RING finger)ZZTPR DomalnZ/TPR DomalnZZTPR DomalnZ/ZInc finger, 
C3HC4 type (RING finger)ZZAIdoZketo reductase family 
25 HLUNG20030420ZZAnk repeatZZAnk repeat/ZAnk repeatZZAnk repeatZZAnk repeat 

HLUNG20032460ZZPro oligopeptidase familyZZLipoate-protein llgase BZ/alphaZbeta hydrolase fold 
HLUNG20033060ZZHMG (high mobility group) box 

HLUNG20041590ZZTPR DomainZZTPR DomainZZDomaIn of unknown function DUF27 
HLUNG20042730ZZCytochrome P450 
30 HLUNG20051330ZZFHIPEP family 

HLUNG20063700ZZProgesterone receptor 

HLUNG20065990ZZbZIP transcription factorZZSNAP-25 familyZZSyntaxin 
HLUNG2006812QZZFImbrlal Usher proteins 
HLUNG20069350ZZEF handZZEF handZZEF hand 
35 HLUNG2007041 OZZDihydropyridine sensitive L-type calcium channel (Beta subunit) 
HLUNG20081390ZZDnaJ domain 
HLUNG20082350ZZPH domainZZSTART domain 

HLUNG20083330ZZDNA polymerase 111 beta subunltZZFibrillar collagen C-temilnal domain 
HLUNG20084790ZZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeat 

40 HLUNG20085210ZZC2 domain 

KIDNE20016360ZZPAS domainZZPAC motifZZIon transport protelnZZTransmembrane region cyclic Nucleotide Gated 
ChannelZZCyclic nucleotide-binding domain K1DNE20027980ZZSAM domain (Sterile alpha motif) 
KIDNE20080690ZZGIycosyl hydrolases family ISZZAminotransf erases class-Ill pyridoxal-phosphateZZMethyl-accepting 
chemotaxis protein (MOP) signaling domainZZAmlnotransferases class-Ill pyridoxal-phosphate 

45 KIDNE200811 70ZZKinesin motor domainZZKinesin motor domain 
KIDNE20083620ZZAsparaginase 
KIDNE20084030ZZSugar (and other) transporter 

KIDNE20084730ZZNeuraxin and MAP1B proteinsZZFomiin Homology 2 Domain 
KIDNE20086490ZZgag gene protein p24 (core nucleocapsid protein) 
. 50 KIDNE20087880ZZReverse transcriptase (RNA-dependent DNA polymerase) 
KIDNE20088240ZZEF handZZEF handZZEF hand 

KIDNE200B9870ZZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeatZA/VD domain, 
G-beta repeatZZWD domain. G-beta repeatZZWD domain, G-beta repeat 

KIDNE20094670ZZSigma-54 interaction domainZZFtsKZSpolllE famllyZZATPases associated with various cellular activi- 
55 ties (AAA) 

KIDNE20133880ZZG-protein alpha subunit 
KIDNE201 41 700ZZRibosomal family S4e 

KIDNE20142900ZZEGF-like domainZZEB moduleZZEGF-like domainZZEGF-like domain 
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K1DNE20148080//Zinc finger, C3HC4 type {RING finger) 
KIDNE20149780//Ank repeat//Ank repeat//Ank repeat 
KIDNE20152440//Trypsin//PDZ domain (Also known as DHR or GLGF). 

KIDNE20154330//PDZ domain (Also known as DHR or GLGF).//PDZ domain (Also known as DHR or GLGF)V/PDZ 
5 domain (Also known as DHR or GLGF).//PDZ domain (Also known as DHR or GLGF)y/PDZ domain (Also known as 
DHR or GLGF).//PDZ domain (Also known as DHR or GLGF). 
KIDNE20160360//Sec7 domain//PH domain 

KIDNE20169180//EGF-like domaln//EB module//EGF-like domaln/ZTrypsIn Inhibitor like cysteine rich domaln//EGF- 
like domaln//TNFR/NGFR cysteine-rlch region//Zona pellucida-like domain 
10 KIDNE20170400//Leuclne Rich RepeatZ/Leuclne Rich Repeat/ZLeucine Rich Repeat/ZProtein kinase C temninal do- 
maln/ZRubredoxin 

KIDNE201 731 50//Acetyitransferase (GNAT) family 

KIDNE20173430//PDZ domain (Also known as DHR or GLGF).//PDZ domain (Also known as DHR or GLGF). 
KIDNE20186170//UDP-glucoronosyl and UDP-glucosyl transferases 
15 KIDNE201 89960//Trehalase 

LI VER20006260//KRAB box//Zinc finger, C2H2 type//Zlnc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 
type//Zinc finger, C2H2 type//Zlnc finger, C2H2 typeZ/Plant PEC family metallothioneln/ZZinc finger, C2H2 type//Zlnc 
finger, G2H2 type 

LIVER20007750//Sugar (and other) transporter 
20 LIVER2001 0760//Lectin C-type domain 

LIVER20010990//DNA gyraseAopoisomerase IV, subunit A 

LI VER2001 3890//tRNA synthetases dass I (C) 

LIVER20026440//Cytochrome P450 

LIVER20030650//General diffusion Gram-negative porins 
25 LIVER20038000//Mitochondrial can-ier protelns/ZMitochondrlal earner protelns/ZMItochondrial canrler proteins 

LIVER20040740//CRAUTRIO domain. 

LIVER20055270//AIR synthase related protein 

MESAN20006200//Annexin//Annexin 

MESAN20008150//IBR domain 
30 MESAN20009090//GUB domain 

MESAN20016270//KRAB box//Zinc finger, G2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, 

C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, 

C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type 

MESAN20021130//SH3 domainZ/Eukaryotlc protein kinase domain 
35 MESAN20021220//Leucine Rich Repeat/ZLeucine Rich Repeat/ZLeucine Rich RepeatZZLeuclne Rich RepeatZZLeucine 

Rich Repeat/ZLeucine Rich RepeatZZLeucine rich repeat C-terminai domainZZLeucine rich repeat N-temrilnal domainZZ 

Leucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeu- 
cine rich repeat C-temninal domain 

M ES AN20026870ZZPAN domainZZTBC domain 
40 MESAN20027240ZZRhoGEF domain 

i\/IESAN20027900ZZvon Willebrand factor type A domainZZvon Wiilebrand factor type A domainZZvon Willebrand factor 

type A domalnZZProtozoanZcyanobacterlal globinZZvon Willebrand factor type A domainZZvon Willebrand factor type A 

domain 

MESAN20030350ZZLGN motif, putative GEF specific for G-alpha GTPaseZZDNA gyraseZtopoisom erase iV, subunit A 
45 MESAN20030370ZZPorphobllinogen deaminaseZZGHMP kinases putative ATP-binding protelnsZZProtein of unknown 
function DUF113 

MESAN20034440ZZViral DNA-binding proteinZZUncharacterized protein family UPF0024 

MESAN20038620ZZCaspase recruitment domainZZRNA polymerase beta subunit 

M ESAN20057240ZZEIongatlon factor TSZZHellx-hairpln-hellx motif. 
50 M ESAN200581 1 0ZZFKBP-type peptidyl-proiyi cis-trans isomerasesZZEIongatlon factor Tu famllyZ/FKBP-type peptidyl- 

prolyl cis-trans isomerases/ZFKBP-type peptidyl-prolyl cis-trans isomerases 

MESAN20059570ZZEGF-like domalnZZSEA domalnZZImmunoglobulin domain 

MESAN20060430ZZSET domain 

MESAN20067430ZZTropomyoslns 
55 MESAN20069530ZZCaiponin homology (CH) domainZZPDZ domain (Also known as DHR or GLGF). 

MESAN20090190ZZEGF-llke domalnZZEGF-IIke domainZZEGF-like domalnZZEGF-like domainZZEGF-like domalnZ/EGF- 

like domainZZMetallothioneinZZGUB domain 

MESAN20095220ZZAdaptin N terminal region 
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MESAN20095800//Cyclophilin type pepticfyl-prol cis-trans isomerase//RNA recognition motif, (a.k.a. RRM, RBD, or 
RNP domain) 

NT2NE2001889Q//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repea1//WD domain, 
G-beta repeat 

NT2N E20026200//Transketolase 
NT2NE20026510//Zinc finger, C3HC4 type (RING finger) 

NT2NE20038870//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, G2H2 type//Zinc 
finger, G2H2 type//Zinc finger, C2H2 type/ZZinc finger, C2H2 type/ZLIpoprotein 

NT2NE20042550Wlral (Superfamlly 1) RNA helicase//NB-ARC domaln/ZAdenylate kinase/ZAdenylate kinase 
NT2NE20063950//Zinc finger. C2H2 type//Zinc finger, G2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc 
finger, C2H2type//Zlnc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zlnc 
finger, G2H2 type 

NT2NE20060750//KRAB box//Zinc finger, G2H2 type 
NT2NE20061 030//SGAN domain 

NT2NE20077270//Adenovirus EB1 55K protein / large t-antigen 

NT2NE20079670//KRAB box//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 
type/ZTranscription factor S-ll (TFIIS)//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, G2H2 type 
NT2NE20087270//rudor domain 
NT2NE20092950//Fibronectin type III domain 

NT2NE20108420//Domain of unknown function DUF130//Oxysterol-bindlng protein 
NT2NE2011 7580//NADI-I ubiquinone oxidoreductase, 20 Kd subunit 
NT2NE20127900//l\/lyo-inositoi-1 -phosphate synthase 
NT2NE20140130//Sema domain 
NT2NE20145260//Stathmin family 

NT2NE20153620//FERi\/! domain (Band 4.1 famlly)//PH domain 
NT2RI2009301 0//Tetrahydrofolate dehydrogenase/cyciohydroiase 
NT2RP70001120//Ank repeat//Ank repeat//Ank repeatZ/lnsulinase (Peptidase family IVI16) 
NT2RP70001730//BTB/POZ domain/ZKelch motlf/ZKelch motif/ZKelch motlf/ZKelch motlf/ZKelch motif 
NT2RP70003110ZZCoilagen triple helix repeat (20 copies)Z/Heavy-metal-associated domain 
NT2RP70027790//Leucine Rich Repeat/ZLeuclne Rich RepeatZ/Leucine Rich RepeatZZLeuclne Rich Repeat/ZLeucine 
Rich RepeatZZLeucine Rich RepeatZZLeuclne Rich RepeatZ/Leucine Rich RepeatZZLeuclne Rich RepeatZ/Leucine Rich 
Repeat 

NT2RP70029780Z/KRABboxZZZinc finger, C2H2typeZ/Zi no finger, C2H2typeZZPHD-fingerZZZInc finger, C2H2 typeZZZinc 
finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, G2H2 type//Transcription factor S-li . 
(TFilS) 

NT2RP70030840/ZVIral (Superfamlly 1) RNAhellcase 
NT2RP70031 070ZZNucleoside transporter 
NT2RP70031 340//PHD-f Inger 

NT2RP70046410ZZZinc finger, C2H2 typeZZZinc finger, C2H2 type/ZZinc finger, C2H2 type 

NT2RP70056690ZZThrombospondin type 1 domain/ZDomain of unknown function DUF18//rhrombospondin type 1 do- 
maln/yThrombospondintypel domain/ZThrombospondlntypel domainZ/Thrombospondln type 1 domain/ZKeratin, high 
sulfur 82 protein 

NT2RP70067500//KRABboxZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 type/ZZinc finger, C2H2 typeZ/ZInc finger, C2H2 type/ZZInc finger, C2H2 typeZZDnaJ central do* 
main (4 repeats)ZZZInc finger, G2H2 typeZZZinc finger, C2H2 type/ZZinc finger, G2H2 typeZZZinc finger, G2H2 typeZZZinc 
finger, C2H2 typeZ/ZInc finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type//Zinc finger, C2H2 typeZZZinc 
finger, C2H2 type 

NT2RP70064570Z/Calpain family cysteine proteaseZZCalpain large subunit, domain IIIZZEF handZ/EF hand 
NT2RP70075300Z/KRAB box//Domain of unknown function DUF19//Zlnc finger, G2H2 typeZZZinc finger, C2H2 typeZ/ 
Zinc finger, C2H2 type/ZZinc finger, C2H2 type//Zlnc finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZ 
Zinc finger, C2H2 typeZZZinc finger, C2H2 type/ZZInc finger, C2H2 type 

NT2RP70075800ZZrecA bacterial DNA recombination protelnsZZWD domain, G-beta repeatZZWD domain, G-beta re- 
peatZZWD domain, G-beta repeat//WD domain, G-beta repeatZ/WD domain, G-beta repeatZ/WD domain. G-beta repeatZZ 
SH3 domain 

NT2RP70090870Z/KRABboxZZZInc finger, C2IH2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type/ZZinc flnge^ 
type//Zinc finger, C2H2 type//Zinc finger, C2H2 type/ZZinc finger, C2H2 typeZ/Zinc finger, C2H2 type/ZZinc finger, C2H2 
typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/ZInc finger, C2H2 typeZ/DM DNA binding domaln/ZZinc finger, 
C2H2 typeZ/ZInc finger, C2H2 typeZ/Zinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZ/Transcrip- 
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tion factor S-ll (TFIIS)//Zinc finger, C2H2 type//Zlnc finger, C2H2 type/yZinc finger. C2H2 type//Zlnc finger, C2H2 type 

NTONG20005310//Rtbosomal protein S9/S16 

NTONG20029850//EF hand//EF hand//EF hand 

NTONG20031580//Hsp20/alpha crystallin family 
s NTONG200321 00//lntermediate filament proteins 

NTONG20034540//GAF domaln//GAF domaln//3'5'-cyclic nucleotide phosphodiesterase 

NTONG20035150//BTB/POZ domain/ZKelch motif/ZKelch motif/ZKelch motlf/ZKelch motif/ZKelch motif 

NTONG20043080//lmmunoglobulin domaln/Zlmmunogtobulin domain/Zlmmunoglobulin domain 

NTONG20048440/ZPH domalnZZK-box region 
10 NTONG20053630/ZDNA binding domain with preference for AZT rich reglonsZ/ZInc finger, C2H2 typeZ/Zinc finger, C2H2 

typeZZZInc finger, C2H2 type/ZZInc finger, G2H2 type/ZProgesterone receptorZ/ZInc finger, C2H2 type 

NTONG20053730ZZRibosomal protein 52ZZUbiqultln carboxyl-tennlnat hydrolases family 2/ZUblqultln carboxyl-tennlnal 

hydrolase family 2 

NTONG20053910Z/rranslln familyZZPH domalnZZPutatlve GTP-ase activating protein for ArfZZAnk repeat/ZAnk repeat 
IS NTONG20055200ZZCalclum channel extracellular reglonZZEIongatlon factor Tu famllyZZEIongation factor G C-termlnus 
NTONG20058010ZZAMP-bindlng enzyme 

OCBBF20000740ZZLeuclne rich repeat N-temilnal domalnZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich 
RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine rich repeat C-temninal domainZZImmunoglobulin domain 
OCBBF20011860ZZLIM domain containing proteins 
so OCBBF20012520ZZLeuclne rich repeat N-temilnal domalnZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich 
RepeatZZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine rich repeat C-terminal domainZZImmunoglobulin domain 
OCBBF2001 6390ZZChltln synthaseZZFibronectin type II domain 
OCBBF20016810ZZ'Paired box' domain 

OCBBF20110210ZZImmunoglobulln domainZZImmunoglobulin domainZZImmunoglobulin domain 
25 OGBBF20113110ZZAP endonuclease family 1 

OCBBF20116250ZZZinc finger, C2H2typeZZZinc finger, C2H2typeZ/Zinc finger, C2H2 typeZZZinc finger. C2H2 typeZZZInc 
finger, C2H2 typeZZPHD-fingerZZZInc finger, C2H2 type 
OCBBF20120010ZZrhrombospondln type 1 domain 

OCBBF20120950ZZK+ channel tetramerlsation domainZZBTBZPOZ domainZZZinc finger, C2H2 typeZZZInc finger, C2H2 
30 type 

OCBBF20121910ZZRIbosomal protein L24e 
OCBBF20147070ZZDNA polymerase (viral) C-temriinal domain 

OCBBF20156450ZZKRABboxZZZincflnger,C2H2typeZZZincflnger,C2H2typeZZZincflnger,C2H2typeZZZincfin 
typeZZZInc finger, C2H2 type 

35 OCBBF201 57970ZZZinc finger, C2H2 typeZZZInc finger, G2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc 

finger, C2H2 typeZZZinc finger, C2H2 typeZZTRAF-type zinc fingerZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZDM 

DNA binding domainZZZinc finger, C2H2 type 

OCBBF20165910ZZDnaB-tlke hellcase 

OCBBF20166890ZZCAP-Gly domalnZZCAP-Gly domain 
40 OCBBF20166900ZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZ/Transcription factor S-ll 

(TFIISyZZInc finger, G2H2 typeZZZinc finger, C2H2 type 

OGBBF20167290ZZhaloacid dehalogenase-IIke hydrolaseZZThloredoxinZZAminoglycoslde phosphotransferaseZ/ 
Acyl-CoA dehydrogenase 
OCBBF20174580ZZCyclln 
45 OCBBF201 74890ZZDeath domain 

OCBBF20176360ZZZinc finger, C2H2 type 

OCBBF20177540ZZKRAB boxZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc finger, G2H2 typeZZSrc homology 
domain 2ZZZinc finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
OCBBF20177910ZZCortlcotropln-releaslng factor family 

so OCBBF201 82060ZZInward rectifier potassium channel 

OCBBF20191950ZZEGF-Hke domalnZZLow-denslty lipoprotein receptor domain class ZVZLow-denslty lipoprotein recep- 
tor domain class AZZEGF-IIke domainZZLow-denslty lipoprotein receptor domain class ZVZEGF-like domalnZZLow-density 
lipoprotein receptor domain class ZVZLow-denslty lipoprotein receptor domain class ZVZEGF-like domainZZEGF domalnZZ 
Low-density lipoprotein receptor repeat class BZZLow-denslty lipoprotein receptor repeat class BZZLow-density llpopro- 

S5 teln receptor repeat class BZZLow-denslty lipoprotein receptor repeat class BZZLow-denslty lipoprotein receptor repeat 
class BZZEGF-like domainZZSOKd inner membrane protein 
PANCR1 OOOOSeoZZTrypslnZZTrypsIn 

PEBLM10001470ZZZinc finger, C2H2 typeZZFork head domain 
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PE6LM20001800//lmmunoglobulin domain/Zlmmunoglobulin domainZ/lmmunoglobulin domain/Zlmmunoglobulin do- 
maiiV/lmmunoglobulin domain 

PEBLM20003260//Zinc finger, C2H2 type//Zlnc finger, C2H2 type/ZTranscription factor S-ll (TFIiS)//Src homology do- 
main 2//2inc finger, C2H2 type//Zinc finger, C2H2 type//Src homology domain 2//Zinc finger, C2H2 type 
PEBLM20005020Wirion host shutoff protein 
PU\CE50001 390//PHD-finger 
PLACE60004260//Cystatin domain 
PLACE60006300//lmmunoglobulin domain 

Pl_ACE60012620//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, 
G-beta repeat//AN1-llke Zinc finger/ZFYVE zinc finger 
PI_ACE60054230//C methyltransferase/ZFomriin Homology 2 Domain 

PLACE60054820ZZReguiator of chromosome condensation (RCC1 )ZZRegulator of chromosome condensation (RCC1) 
ZZReguiator of chromosome condensation (RCCI)ZZReguiator of chromosome condensation (RCC1) 
PI_ACE60054870ZZIQ calmodulln-binding motifZZIQ calmodulln-binding motif 
PLACE60055590ZZZInc finger, C3HC4 type (RING finger) 

PLACE60061370ZZPhosphotyroslne Interaction domain (PTBZPiD)yZExtraceilu!ar Wnk domain 
PLACE60062660ZZGamma-adaptin, C-temiinus 

PLACE60064180ZZLumenai portion of Cytochrome b559, alpha (gene psbE) subunit.ZZVIral (Superfamlly 1) RNA hell- 
case 

PI-ACE60066970ZZSCAN domalnZ/ZInc finger. C2H2typeZZPHD-fingerZZZInc finger, C2H2typeZZZInc finger. C2H2typeZZ 
Zinc finger, C2H2 type 

PUVCE50070500ZZImmunoglobulln domainZZImmunoglobulin domain 
PI_ACE60073090ZZI\/lyoHnositoi-1 -phosphate synthase 
PIJ^CE60074820/ZAdenyiate kinase 
PU\CE60082850/ZPathogenesis-reiated protein Bet v I family 
PU\CE60087680ZZThyroglobulin type-1 repeat 

PLACE60093380ZZPeniciilln amidaseZZBacterlal regulatory proteins, lad familyZZVacuolar sorting protein 9 (VPS9) do- 
main 

PLACE60095600ZZDEADZDEAH box helicase 
PLACE60098350ZZMAGE family 

PLACE601 04fi30ZZPhotosystem I reaction centre subunit Vlli 

Pl_ACE60113340ZZEGF-like domalnZZLaminin G domainZZinsuiln-iike growth factor binding proteinsZ/EGF-like domainZZ 
Laminin G domain 

PLACE60118810ZZbZIP transcription factorZZTPR DomainZ/TPR DomainZ/TPR DomainZZTPR DomainZZPPR repeat 
PU\CE64119700ZZEF hand 
Pi_ACE60122970/ZZinc finger, C2H2 type 

PI-ACE601 38840ZZSyndecan domalnZZiVlitochondrial carrier proteinsZZMItochondrial carrier proteinsZZMitochondriai car- 
rier proteins 

PI_ACE60140640//PhosphoribulokinaseZZShlkimate kinaseZZUncharacterlzed protein family UPF0038 
Pl_ACE60154450/ZRhoGAP domain 

PU\CE60177880//Immunogiobulin domainZZImmunoglobulin domain 
PLACE601 81 870ZZPentaxin family 
PUVCE601 84870ZZLBP Z BP! Z CETP family 
PROST10001100/ZKeratin, high sulfur B2 protein 

PROST20007170ZZKRAB boxZZZInc finger, C2H2 type/ZCyciopropane-fatty-acyl-phosphoilpid synthaseZZZinc finger, 
C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, G2H2 typeZZTranscrlp- 
tion factor S-il (TFHSyzZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 type 
PROST20015210ZZIVIyosin taiiZZBorrelia iipoproteinsZZI\/Iyosin tail 
PROST20016760ZZ'chromo' (CHRromatin Organization Modifier) domain 

PROST20024250ZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 type 
PROST20028970ZZAnk repeatZZAnk repeatZZGiutamlne amidotransferases ciass-IiZZAnk repeat/ZAnk repeat 
PROST20033240ZZEphrin receptor llgand binding domainZZEB moduleZZTNFRZNGFR cysteine-rich regionZZFibronectin 
type III domain 

PROST20036350ZZGiutathlone S-transferasesyZRibosomal protein S24eZZInterferon alphaZbeta domalnZZtRNA syn- 
thetases class i (E and Q) 
PROST20045700ZZKeratin, high sulfur B2 protein 
PROST20050390ZZCylochrome P460 

PROST20051310ZZDEADZDEAH box hellcaseZZToprIm domalnZZHelicases consen/ed C-temilnal domalnZ/Zinc knuckle 



93 



EP1 308 459 A2 



PROST20065790//Phosphofructokinase//Phosphofmctokinase//Phosphofructoklnase//Phosphofmctokin^^ 
PROST20073280//Transposase 

PROST20075280//lmmunoglobulln domainZ/lmmunoglobulin domain/ZThrombospondin type 1 domain 
PROST20082430//Cyclophi!in type peptldyl-prolyl cis-trans isomerase 
PROST20084720//Cytochrome P460 

PROST20087240//gag gene protein p24 (core nucteocapsid protein) 
PROST20099090//Dislntegrin 

PROST20102190//EF hand/ZRibosomal RNA adenine dimethylases//EF hand 
PROST20l05450//Sodium/hydrogen exchanger family 
PROST20127450//TSC-22/dip/bun family 
PROST20130320//S-100/ICaBP type calcium binding domain 
PROST20152510//TPR Domain//TPR Domain/ZTPR Domain 

PROST20155370//SCAN domain/ZKRAB box//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type// 
Zinc finger, C2H2 type//Zlnc finger, C2H2 type 
PROST20168600//KTN NAD-blndIng domain 
FUAEN10000650//TSC-22/dip/bun family 

PUAEN10001640//Leuclne Rich Repeat/ZLeucine Rich RepeatZ/Leucine Rich RepeatZ/Leuclne Rich Repeat 
PUAEN20000800//Bteomycin resistance protein 
PUAEN20001520//Acetyitransf erase (GNAT) family 
PUAEN20002470//FtsK/SpolllE family 

PUAEN20003120//l\/lyb-like DNA-binding domain//ATP synthase ab C tenminal//SET domain 
SALGL10001070//Family 4 glycosyl hydrolase 
SKMUS20006790//von Willebrand factor type D domain 
SKMUS20007260//Syndecan domain 
SKMUS20008730//Calponln homology (CH> domain 
SKMUS20017400//Hantavlrus nucteocapsid protein/ZTropomyosins 
SKMUS20040440//Ribosomal protein L3 
SKMUS20091 gOOZZTrypsin 

SKNMC10001230ZZAnk repeatZZAnk repeatZ/Ank repeat 

SKNMC20006350//FKBP-type peptldyl-prolyl cis-trans IsomerasesZ/FKBP-type peptldyl-prolyl cis-trans Isomerases// 

FKBP-type peptidyl-prolyl cis-trans isomerases/ZEF hand/ZEF hand 
SKNSH20009710ZZTropomyosinsZZTropomyosins 

SKNSH20052400ZZWD domain, G-beta repeatZ/WD domain, G-beta repeat/ZWD domain, G-beta repeatZZWD domain, 
•G-beta repeat/ZWD domain, G-beta repeatZZWD domain, G-beta repeat 
SKNSH20057920Z/Eukaryotic protein kinase domain 
SMINT20000070ZZRabphilin-3A effector domain 

SMINT20002320ZZProtein phosphatase 2A regulatory B subunit (B56 family) 

SMINT20006020ZZPH domalnZZPhor estersZdiacylglycerol binding domain (C1 domain)ZZFYVE zinc fIngerZ/PH domain 

SMINT20006090ZZGIutathione S -transferases. 
SMINT20008110ZZNa+/K+ ATPase C-temiinus 

SM INT2001 1 950ZZKRAB boxZZZInc finger, G2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, G2H2 

typeZZPHD-fingerZZZinc finger, C2H2 type 
SMINT20012220ZZGollagen triple helix repeat (20 copies) 
SMINT20016150ZZgag gene protein p17 (matrix protein)./ZFerritlns 
SMINT20024140ZZImmunoglobulin domain 

SMINT20028800ZZZinc finger, C2HC typeZZSAM domain (Sterile alpha motif)//Sterile alpha motif (SAM)/Pointed domain 
SMINT20028840ZZImmunoglobulin domain 

SMINT20030740ZZKRABboxZZZinc finger, G2H2 typeZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc finger, C2H2 type/ZZInc finger, C2H2 

typeZZZinc finger, C2H2 type 

SMtNT20035050ZZSH3 domainZZWW domalnZ/PH domalnZZRhoGAP domain 
SMINT20036440ZZENTH domain 
SMINT20038660ZZOIfactomedin-like domain 
SMINT20039050ZZFIavivirus glycoprotein/ZIBR domain 
SMINT20043390ZZRas association (RatGDSZAF-6) domain 

SMINT200441 40//Zlnc finger, G2H2 typeZZZinc finger. C2H2 typeZZZInc finger, C2H2 type/ZZInc finger, G2i-I2 type//Zlnc 
finger, C2H2 type//Zinc finger, G2H2 typeZZPHD-flngerZZZInc finger, C2IH2 typeZ/ZInc finger, C2H2 type 
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SMINT20044730//Envelope glycoprotein GP120 
SMINT20048720//Cytochrome P450//Cytochrome P450 
SM!NT20052130//Ank repeat//Ank repeat 

SI\/HNT20056230//lmmunoglobulin domain/Zlmmunoglobulin domain/Zlmmunoglobulin domain/Zlmmunoglobulin do- 
maln 

SMINT20062050//Reverse transcriptase (RNA-dependent DNA polynnerase) 
SMINT20077960//Geisolln repeatV/Gelsolin repeatV/Gelsolin repeatV/Gelsolin repeat. 

SIVIINT20083290//Immunoglobulin donnain//lmmunoglobulin domain/Zlmmunoglobulin domain/Zlmmunoglobuiln do- 

mainZ/lmmunogiobulin domain 

SMINT20086250ZZGiycine cleavage H-protein 

SMINT20086720ZZSCAN domalnZZKRAB box 

SMiNT20088440ZZImmunoglobulin domain 

SI\/IINT20089600ZZPDZ domain (Also known as DHR or GLGF). 

SMINT20091190ZZimmunogtobulln domalnZZImmunoglobulin domalnZZImmunoglobulin domalnZ/lmmunoglobulln do- 

main/Zimmunoglobuiin domain 

SPLEN20006950/ZReverse transcriptase (RNA-dependent DNA polymerase) 
SPLEN2001 1 350/ZHelper component proteinase 
SPLEN2001 5100/ZDHHC zinc finger domain 
SPLEN20023540ZZRasGEF domain/ZEF handZZEF hand 

SPLEN20023860/ZRecF proteinZ/SMC domain N terminal domainZZTropomyosins 

SPLEN20024190ZZEGF-llke domainZZEB moduleZZEGF-Iike domalnZZTrypsIn Inhibitor like cysteine rich domainZ/EGF- 
like domalnZZEGF-like domalnZZWAP-type (Whey Acidic Protein) 'four-dlsulfide core'ZZEGF-like domain 
SPLEN20024930/Zlnosl polyphosphate phosphatase family, catalytic domain 
SPLEN20039180/ZFatty acid desaturase 

SPLEN20042200//Zinc finger, C3HC4 type (RLNG flnger)ZZZInc finger, C2H2 type/ZZinc finger, C2H2 type/ZZInc finger, 
C2H2 type/ZZinc finger, C2H2 type 

SPLEN20049840ZZPolyphosphate kInase/ZMyosin head (motor domaln)ZZIQ calmodulln-blnding motifZZSH3 domain 
SPLEN20050090//Pyridoxamine 5'-phosphate oxidase//GRIP domain 
SPLEN20054500//Renal dipeptidase 

SPLEN20055600//K+ channel tetramerisation domain//BTB/POZ domalnZ/ZInc finger, C2H2 type 
SPLEN20057900//Scorpion short toxins//EGF-like domain//EGF-like domain/ZKeratin, high sulfur 82 protein 
SPLEN20059270Z/Zinc finger, C3HC4 type (RING flnger)//B-box zinc finger./ZSPRY domain 
SPLEN20063250Z/Zlnc finger, C2H2 type 

SPLEN20063890ZZLeuctne Rich Repeat/ZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich Repeat/ZLeucine 

Rich RepeatZZLeucine Rich Repeat/ZLeucine Rich RepeatZZLeucine Rich RepeatZZLeucine Rich Repeat 

SPLEN20071 820/ZDNA polymerase X family 

SPLEN20076470Z/TPR DomainZZTPR DomainZ/TPR Domain 

SPLEN20080a70ZZAIpha-L-fucosidase 

SPLEN20085910/ZDouble-stranded RNA binding motif 

SPLEN20090880//lmmunoglobulin domain 

SPLEN20098030//Zinc finger. C3HC4 type (RING finger)//B-box zinc finger. 
SPLEN20101950//Sodium/hydrogen exchanger family 
SPLEN20104150//Rlbosomal protein L36 
SPLEN20108000//short chain dehydrogenase 
SPLEN2011 01 80ZZT ransposase 

SPLEN20118050ZZLeuclne rich repeat N-temnlnal domainZZLeuclne Rich RepeatZZLeucine Rich RepeatZ/Leuclne Rich 
Repeat/ZLeucine Rich RepeatZ/Leucine Rich RepeatZ/Leucine Rich Repeat//Leucine Rich Repeat//Leucine Rich Repeat 
SPLEN20135030//PDZ domain (Also known as DHR or GLGF).//GATA zinc finger//LIM domain containing proteins 
SPLEN20139100//Sodlum and potassium ATPasesZ/immunoglobulin domain/Zlmmunoglobulin domalnZZImmunoglob- 
ulin domainZZImmunoglobulin domain 

SPLEN20139360//Bacterial regulatory proteins, lad family//Site-specific recombinases 
SPLEN20175920//Uncharacterlzed protein family UPF0036 
SPLEN201 80980//Glutathione S-transferases. 

SPLEN20182990//BTB/POZ domain//Kelch motlf//Kelch motlf//Kelch motlf//Kelch motif 
SPLEN20183020//Lamlnln G domain 
SPLEN20191020//Src homology domain 2 

SPLEN20193790//Dynamln famlly//Dynamjn family//Proteasome activator pa28 beta subunit/ZPeroxidaseZZDynamin 
central regionZZDynamin GTPase effector domain SPLEN20195710ZZTPR DomainZZTPR DomalnZ/TPR Domain 
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SPLEN20197930//K-box region 

SPLEN201 98390//WD domain, G-beta repeat//Fibriilarin//WD domain. G-beta repeat//WD domain, G-beta repeat//WD 
domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat 
SPLEN20201830//Leuclne Rich RepeatZ/Leucine Rich RepeatZ/Leucine Rich Repeat/ZLeucine Rich Repeat/ZLeuclne 
Rich Repeat/ZLeucine Rich RepeatZZLeucine Rich Repeat/ZLeucine Rich RepeatZZLeucine Rich Repeat 
TESTI10001570Z/KRABboxZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2iH2 typeZZPHD-f ingerZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZTRAF- 
type zinc f IngerZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZTran- 
scriptlon factor S-ll (TFIIS)ZZZinc finger, C2H2 type 

TESTI200061 60ZZLarge-conductance mechanosensitlve channel, MscLZZCbil\^ 
TESTI20006830Z/PWWP domain 
TESTI20012080Z/Chitin synthase 
TESTI20016970Z/rPR Domain 

TESTI20030200Z/Double-stranded RNA binding motifZZAdenoslne-deamlnase (editase) domain/ZAdenoslne-deami- 
nase (editase) domain 

TESTi20030440ZZPIant PEC family metaliothioneinZZTropomyosins 
TESTI20031310ZZSerpins (serine protease inhibitors) 
TESTI20038240ZZPeptidase family M13 

TESTI20041630ZZOuter membrane efflux protelnZZIntennediate filament proteins 

TESTI20043910ZZIQ caimoduiin-binding motifZZIQ calmodulin-binding motffZZIQ calmodulin-blnding motlfZZIQ calmodu- 
lin-binding motifZZIQ calmodulin-binding motif 

TESTI20045390/Ztmmunoglobulln domaln/ZimmunoglobulIn domainZZImmunoglobulin domaln/Zlmmunoglobulln do- 
mainZZImmunoglobulin domainZZimmunoglobulin domainZZImmunoglobulin domain 
TESTI20046110ZZExtrace!iuiar linl< domain 

TESTI20046490ZZLIM domain containing proteinsZZSomatomedin B domain 
TESTI20046870ZZCRAL/TRiO domain. ZZCRAL/TRIO domalny/MSP (Major spemi protein) domain 
TESTI20046890ZZPHD-finger 
TESTi20049060ZZImmunoglobuiin domain 
TESTI2004941 OZZProprotein convertase P-domain 

TESTI20050720ZZCoen2yme A transferaseZZAIpha-2-macroglobulin family N-temiinal region/ZCoenzyme A transferase 

TESTi20061 730ZZGIutamine am idotransf erases ciass-IIZZaiphaZbeta hydrolase fold 
TESTi20063070ZZWD domain, G-beta repeatZZWD domain, G-beta repeat 
TEST120053950ZZ1Q caimodulin-binding motif 
TESTI20055880Z/Seaim amyloid A protein 
TESTI20056030Z/Myosln tall 

TESTI20057430ZZKRAB boxZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZPHD-f ingerZZZinc 
finger, C2H2 typeZZZinc finger, C2H2 typeZZTranscription factor S-ll (TFIIS)ZZZinc finger, C2H2 typeZZZinc finger, C2H2 
type 

TESTI20057690ZZLeuclne rich repeat C-terminal domainZZImmunoglobulin domain 
TESTI20057840ZZSAP domainZZZinc knuckleZZZinc finger, C3HC4 type (RING finger) 
TESTI20057880ZZZinc finger, C3HC4 type (RING finger) 

TESTI20058350ZZPolyomavlrus coat proteinZZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G- 
beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeat 
TESTI20058920Z/rubulin/FtsZ family 

TESTI20069080Z/Themiophilic metalloprotease (M29)ZZHyaluronidase 
TESTI20069480Z/Cyclic nucleotide-binding domain 

TESTI2005981 01 ZKRAB boxZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 
typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Transcrlption factor S-il (TFIIS)ZZZinc fin- 
ger, C2H2 typeZZDiVI DNA binding domaln/ZZInc finger. C2H2 typeZZZinc finger, C2H2 typeZZBolA-IIke protelnZZZInc finger, 
C2H2 type/ZCoronavirus M matrixZglycoprotelnZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
TESTI20060350ZZbZIP transcription factor 

TEST120060830ZIZAP domainZZFerrIc uptake regulator familyZZPeptldase family MIZZPiwi domain 
TESTI20061090ZZKeratln, high sulfur B2 protein 
TESTI20061200ZZSugar (and other) transporter 

TESTI20064370ZZTPR DomainZZTPR DomainZZTPR DomalnZ/TPR DomainZZSynaptobrevin 

TESTI20064530ZZWD domain, G-beta repeatZZWD domain, G-beta repeat/ZWD domain, G-beta repeatZZWD domain, 
G-beta repeatZZWD domain, G-beta repeatZZWD domain, G-beta repeat 
TESTI20064650ZZMyosln head (motor domain) 



98 



EP 1 308 459 A2 



TEST!20065650//G-protein alpha subunit 

TESTI20066150//Picornavirus 2B protein/ZGIutamine amidotransferase class-l//Pancreatic hormone peptides 
TEST120066330//Fibronectln type III domain 
TESTI20066650//RasGEF domain 

TESTi20067480//KRAB box//Zlnc finger, G2H2 type/ZTRAF-type zinc finger/ZZinc finger, C2H2 type//Zinc finger, C2H2 
type//PHD-finger//Zjnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zlnc 
finger, C2H2type//Zinc finger, C2H2type//FYVE zinc finger/ZZinc finger, G2H2type/ZZinc finger, C2H2type//Zinc finger, 
C2H2 type 

TESTI20068530Z/Zinc finger, C3HC4 type (RING finger)ZZPHD-flngGr 
TESTI20071130ZZATP synthase Alpha chain, C terminal 
TESTI20071630/ZGtutamine synthetase//SGP>like extracellular protein 

TESTI20075240ZZKRAB box/ZZinc finger, G2H2 typeZ/ZInc finger, C2H2 typeZZPutatlve zinc finger in N-recogninZZZInc 
finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, G2H2 type/ZZinc finger, C2H2 typeZZZinc 
finger, C2H2 typeZZZinc finger, C2H2 type/ZT ranscriptlon factor S-ll (TFIIS)Z/Zinc finger, C2H2 typeZ/Zinc finger, C2H2 
type 

TESTI20076570ZZDual specificity phosphatase, catalytic domain 

TESTI20079220ZZKRAB boxZ/Myb-IIke DMA-binding domainZZMyb-like DNA-blndIng domalnZZZinc finger, C2H2 typeZZ 
Zinc finger. C2H2 type/ZZinc finger, C2H2 typeZZPHD-flngerZZTranscrlption factor S-ll (TFIISyZZinc finger, C2H2 type/Z 
Zinc finger, C2H2 type//Zinc finger, C2H2 type 

TESTI20079980/ZPDZ domain (Also known as DHR or GLGF)yZDomain found In Dishevelled, Egl-10, and Pleckstrin 
TESTI20081 890ZZPDZ domain (Also known as DHR or GLGF). 
TESTI20084250ZZOxysterol-blndlng protein 
TESTI20086840ZZvon Wlllebrand factor type A domain 

TESTI20088840ZZZinc finger. C3HC4 type (RING flnger)ZZPHD-fingerZZrhymidlne kinasesZZE7 protein, Early proteinZZ 
CONSTANTS family zinc fIngerZZB-box zinc fIngerV/SPRY domain 
TESTI200921 70//ENV polyprotein (coat polyprotein) 
TESTI20095200//7TM chemoreceptor 

TESTI20095770/ZWD domain, G-beta repeat/ZWD domain, G-beta repeat/ZWD domain, G-beta repeatZZWD domain, 
G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat 
TESTI20095880//Domaln of unknown function DUF33//Penicillin amldase/ZFormate/nltrite transporter//Sodjum:galac- 
toslde sympoiter family TESTI20099350//GGL domalnZZCIusterlnZZBIopterin-dependent aromatic amino acid hydroxy- 
lase 

TESTI201 00090ZZLectin C-type domain 
TESTI20104090ZZTEA domain 

TESTI20105910ZZNotch (DSL) domainZZZVmiloride-sensitive sodium channel 

TESTI20106170ZZWD domain, G-beta repeat/ZWD domain, G-beta repeat/ZWD domain, G-beta repeat/ZWD domain, 
G-beta repeat//WD domain, G-beta repeat 
TESTI201 06820//Proteln kinase C terminal domain 
TESTI20108060/ZSerZThr protein phosphatase 

TESTI20112540ZZLeucine Rich Repeat/ZLeucine Rich Repeat/ZLeucine Rich RepeatZZLeucine Rich Repeat/ZChorismate 
synthase//UvrB/uvrG motif 
TESTI20112860//Eukafyotlc protein kinase domain 
TESTI20113940//Dlvalent cation transporter 

TESTI201 1 4480Z/Zinc finger, 04 type (two domains)//Zinc finger, C2HC type//SAM domain (Sterile alpha motlf)/ZSterile 

alpha motif (SAM)ZPointed domain 

TESTI20116050ZZUBX domain 

TESTI20120500ZZKelch motlfZZKelch motif 

TESTI20120900ZZDNA gyraseAopolsomerase IV, subunit A 

TESTI20121040ZZProteln phosphatase 2CZZProteln phosphatase 20 

TESTI20122070ZZELM2 domalnZZMyb-like DNA-blnding domain 

TESTI20125280//lmmuno9lobulln domalnZZImmunoglobulln domain 

TESTI20125920ZZPCI domain 

TESTI20126280ZZrecA bacterial DNA recombination proteins 
TESTI20131440ZZCarboxypeptldase activation peptldeZ/Zinc carboxypeptldase 
TESTI20132310/ZUbiqultin carboxyl-temriinal hydrolase family 2 

TESTI20134680/ZMYND fingerZZB-box zinc fingeryZOONSTANS family zinc fingerZZPutative zinc finger in N-recognin 
TESTI20134970ZZDouble-stranded RNA binding motifZZAIdehyde oxidase and xanthine dehydrogenase, C temiinusZZ 
Adenosine-deaminase (editase) domain 
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TESTI20140970//lmmunoglobulin domain 
TESTI201 45780//Src homology domain 2 

TESTI20148380//rPR Domain//TPR Domaln//TPR Domain//TPR Domain/ZTPR Domain//TPR Domaln//PPR repeat// 
Neuramlnldases//ATP synthase Alpha chain, Cterminal/ZTPR Domaln//TPR Domaln//TPR Domain//TPR Domain//PPR 
5 repeat//TPR Domain 

TESTI20150420//RhoGAP domain 

TESTI20150920//Leucine Rich RepeatZ/Leucine Rich Repeat/ZLeucine Rich Repeat/ZLeucine Rich Repeat/ZLeuclne 
Rich Repeat 

TESTI2015331 OZZIntemriediate filament tall domain 

10 TESTI201 62780ZZDIvalent cation transporter 

TESTI2016298a//Ubiquitln famllyZ/Retroviral aspartyl proteaseZ/Retroviral aspartyl protease 
TESTI20164210//lsocitrate and Isopropylmalate dehydrogenasesZZRIbosomal protein S27aZZTILa domainZZVon Wille- 
brand factor type C domain 
TESTI20165990/ZRibosomal protein L36 

15 TESTI201 66290/ZZinc finger, C2H2 typeZZFAD binding domalnZZPhosphoenolpyruvate carboxyklnaseZ/Rlbosomal pro- 
tein S1 1 

TESTI201 66670ZZZinc finger C-x8-C-x5-C-x3-H type (and similar). 
TESTI20169500ZZGGL domain 
TESTI20170280//Flagellar L-ring protein 
20 TESTI201 73960Z/KRAB box/ZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 
typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc finger, C2H2 typeZZPHD-fingerZZZinc finger, C2H2 typeZZZinc 
finger, C2H2 type 

TESTI20179230ZZDIhydropyrjdine sensitive L-type calcium channel (Beta subunit) 
TESTI201 82760ZZAmlloride-sensltlve sodium channel 
• 2S TESTI201 83680ZZGas vesicles protein GVPc repeated domain 

TESTI20184750ZZLaminin G domalnZZThrombospondin N-temninal -like domainsZZLamlnIn G domain 
TESTI20184760/ZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZPHD-flngerZ/Transcriptlon 
factor S-ll (TFIIS)ZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZInc finger, C2H2 type 
TESTl20186110ZZDIvalent cation transporterZZTranslatlon initiation factor I F-3ZZDIvalent cation transporter 
30 TESTI201 93080ZZGrowth-Arrest-Speclflc Protein 2 Domain 
TESTI201 94880ZZSAP domain 

TESTI20196690ZZGIycine cleavage T-protein (amlnomethyl transferase) 
TESTI20197030ZZPancreatic honnone peptides 

TESTI201 97600//Zinc finger, C2H2 typeZZZinc finger, G2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
35 TESTI20199110/ZDIsintegrin 

TESTI20205100ZZDNA gyraseZtopoisomerase IV, subunit A 

TESTI20205250ZZMORN motifZZMORN motifZZIVIORN motifZZMORN motifZ/MORN motifZZMORN motifZZMORN motif 
TESTI20207170ZZNucleosome assembly protein (NAP) 

TESTI20210570ZZCRAL/rRIO domain. 
40 TESTI20212970ZZDEADZDEAH box helicaseZZHelicases conserved C-temiinal domain 
TESTI20219110//Eukaryotic protein kinase domain 

TESTI20222030ZZHemagglutininZZATP synthase Alpha chain, 0 temninalZ/AMP-binding enzyme 
TESTI20222460ZZInten7iedlate filament proteins 

TESTI20227380ZZDEADZDEAH box hellcaseZZHellcases conserved C-temriinal domain 
45 TESTI202281 20ZZRhoGAP domain 

TESTI20228740ZZZinc finger, C2H2type 

TESTI20244220ZZGecropin familyZZFesZCIP4 homology domainZZHrl repeat motifZ/SH3 domain 
TESTI20244430ZZAnk repeatZZAnk repeaVZAnk repeal/ZSAM domain (Sterile alpha motif) 

TESTI20244460ZZpKID domalnZZAdenylate kinaseZ/Thymldylate kInase/ZATPases associated with various cellular ac- 
50 tivities (AAA) 

TESTI20246480Z/RNA recognition motif, (a.k.a. RRM, RBD, or RNP domain) 
TESTI2025161 OZZChitin synthase/Zvon Willebrand factor type A domain 
TESTI20252690/ZDomaln found in Dishevelled, Egl-10, and Pleckstrin 

TESTI20254030ZZLIM domain containing protelnsZZLIM domain containing protelnsZZVIIlin headpiece domain 
55 TESTI20254990ZZZ{nc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 type 
TESTI20255460Z/ZAP domainZZPiwi domain 

TESTI20257910Z/Class I Histocompatibility antigen, domains alpha 1 and 2/Zlmmunoglobulln domain 
TESTI20268720ZZAnk repeatZ/Ank repeatZZAnk repeat 
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TESTI202591101/Zinc finger, C3HC4 type (RING finger)//PHD-finger 
TESTI20261040//DNA polymerase (viral) C-termlnal domain 
TESTI20261160//PH domain 

TESTI20261680//Hsp20/alpha c^stallln family/ZGranulins 
TESTI20262150//lon transport protein 
TESTI20262940//Phosphofructoklnase 

TESTI20264530//WD domain, G-beta repeatZ/WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, 
G-beta repeat//WD domain, G-beta repeat/ZCelegans integral membrane protein Srb//WD domain, G-beta repeat// 
WD domain. G-beta repeat//SAM domain (Sterile alpha motif)//Sterile alpha motif (SAM)/Pointed domain 
TESTI20264910//Uteroglobin family 

TESTI20266050//Zlnc finger. C3HC4 type (RING finger)//SPRY domain 

TESTI20274960//Zinc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc 
finger, C2H2 type/ZTranscription factor S-ll (TFIIS)ZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 
typeZ/ZInc finger, C2H2 typeZZZinc finger, C2H2 typeZ/ZInc finger, C2H2 type 
TESTI20278280ZZPMP-22ZEMPZMP20ZCIaudln family 

TESTI20282530ZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc 
finger, C2H2 type//Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/ZInc finger, C2H2 typeZ/Zinc finger, C2H2 type 
TESTI20284260ZZHistone-like transcription factor (CBFZNF-Y) and archaeal histoneZZCore histone H2/VZH2B/H3ZH4 
TESTI20285230ZZAdenoslne-deamlnase (editase) domain 
THYMU10004280ZZNHL repeat/ZNHL repeat 
THYMU20006020ZZIsocitrate and isopropylmalate dehydrogenases 
THYMU20009600Z/rPR Domain 

THYMU20013250ZZLIM domain containing proteinsZZRI01ZZK632.3ZMJ0444familyZZEukaryotic protein kinase domain 
THYMU20018250ZZrPR Domain 

THYMU2001 9260Z/Zlnc finger, C2H2 typeZZZinc finger, C2H2 type//Zinc finger, C2H2 typeZZZinc finger, C2H2 type 
THYMU20021090ZZSAM domain (Sterile alpha motifyZSterile alpha motif (SAI\/l)ZPointed domain 
THYMU20028150ZZImmunoglobulln domainZZImmunoglobulin domainZZImmunoglobulin domainZ/lmmunoglobulin do- 
main 

THYMU20028410ZZBRCA1 C Temfiinus (BRCT) domalnZZBRCAl C Temilnus (BRCT) domain 
THYMU20031330ZZ4Fe-4S iron sulfur cluster binding proteins, NifHZfrxC family 

THYMU20032820Z/Zinc finger, C2H2typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 typeZ/ZInc finger, C2H2 typeZ/ZInc 
finger, C2H2 type//Zinc finger. C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 

THYMU20039320Z/WD domain, G-beta repeat/ZWD domain, G-beta repeat//WD domain, G-beta repeatZ/WD domain, 
G-beta repeat 

THYMU20046350Z/Cytochrome C and Quinol oxidase polypeptide I 
THYMU20049060Z/RNA recognition motif, (a.k.a. RRM. RBD. or RNP domain) 

THYMU20052830Z/lmmunoglobulin domainZZImmunoglobulin domainZZImmunoglobulin domainZZImmunoglobulin do- 
main 

THYMU20055450Z/Zona peilucida-like domain 
THYMU20055460Z/Putative esterase 

THYMU20055760Z/Na+/K+ ATPase C-terminusZZPhospholipase A2 
THYIVIU20062770Z/Zona peilucida-like domain 

THYMU20063650ZZRibulose-phosphate 3 epimerase famllyZZIndole-3-glycerol phosphate synthases 
THYMU20066660ZZDEADZDEAH box helicase 

THYi\/IU20070250//TransketolaseZZDehydrogenase El component/ZTransketolase 

TH YMU20071 1 20Z/KRAB box/ZZInc finger, C2H2 type/ZZincf inger, C2H2 typeZ/Zinc finger, C2H2 typeZ/Zinc finger, C2H2 
typeZ/Zinc finger, C2H2 type/ZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 type//Zinc finger, C2H2 
typeZZZinc finger, C2H2 type/ZZinc finger, C2H2 typeZ/Zinc finger, C2H2 typeZZZinc finger, C2H2 type/ZZinc finger, C2H2 
type 

THYMU20077250ZZHMG (high mobility group) box 
THYMU20081110ZZLIM domain containing proteins 
THYMU20083390ZZ1 18 plant seed storage protein 

THYMU20090230ZZRNA recognition motif, (a.k.a. RRIVI. RBD, or RNP domain) 
THYMU20095920ZZIron hydrogenase small subunit 
THYMU20097920ZZPH domainZZFERM domain (Band 4.1 family) 

THYMU20098350Z/bZlP transcription factor/ZbZIP transcription factorZZTubulinZFtsZ familyZZIntennediate filament pro- 
teins 

THYMU20099060ZZImmunoglobulln domainZZImmunoglobulin domainZZImmunoglobulin domainZZImmunoglobulin do- 
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main//lmmunoglobulin domain 

THYMU20100940//Protein of unknown function DUF132 
THYMU20104480//RNA recognition motif, (a.ic.a. RRM. RBD, or RNP domain) 
THYMU20106990//PH domain 
5 TH YMU201 1 0720//Aminotransferases class-l II pyridoxal-phosphate 
THYMU20112590//Acyl-CoA dehydrogenaseZ/Adaptin N temiinal region 

THYMU20120240//Ublquitin carfooxyl-termlnal hydrolases family 2//Ublquitin carboxyl-temilnal hydrolase family 2 
THYMU20120730//Aldehyde dehydrogenase family 

THYMU20121040//bZIP transcription factor//EF-1 guanine nucleotide exchange domain 
10 TH YIVIU201 391 60/AJncharacterized protein family UPF0031 

THYMU20143230//EGF-like domaln/ZExtraceilular link domaln/ZFasciclin domain 
THYMU20145990//SH3 domain 

THYMU20153210//7 transmembrane receptor (Secretin family) 
THYMU201 70230//Glyclne cleavage T-proteln (aminomethyl transferase) 
IS THYMU201 7601 0//WD domain, G-beta repeat//PQQ enzyme repeat//WD domain, G-beta repeat//WD domain, G-beta 
repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta repeat//WD domain, G-beta re- 
peat/TWD domain, G-beta repeat 

THYMU20178440//lmmunoglobulln domaln/Zimmunoglobuiin domaln/Zlmmunoglobulin domainZZImmunoglobulln do- 
main 

20 THYMU201 84550ZZHSF-type DNA-binding domalnZZbZIP transcription factor 

THYMU20191970ZZCadherin domainZZCadherin domainZZCadherin domainZZCadherin domain 
TKIDN1 0000620ZZThloredoxln 

TKIDN10001920ZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZInc finger, C2H2 typeZZZinc 
finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 typeZZZinc finger, C2H2 type 
25 TRACH20011 01 0Z/5'-nucleotldase 

TRACH20021380ZZCopperZzlnc superoxide dismutase (SODC)ZZAdenylate and Guanylate cyclase catalytic domalnZZ 
Adenylate and Guanylate cyclase catalytic domain 

TRACH20029880ZZMORN motifZZMORN motlfZZPenlcillln amIdaseZZBacterial regulatory proteins, lad famllyZZVacuolar 

sorting protein 9 (VPS9) domain 
30 TRACH20040390ZZPumllio-famlly RNA binding domains (aka PUM-HD, Pumlllo homology domain)ZZPumilio-famlly 

RNA binding domains (aka PUM-HD, Pumilio homology domain)ZZPumilio-family RNA binding domains (aka PUIVI-HD, 

Pumilio homology domain)ZZPumilio-family RNA binding domains (aka PUM-HD, Pumilio homology domain)ZZPumllio- 

family RNA binding domains (aka PUM-HD, Pumilio homology domain)ZZPumllio-family RNA binding domains (aka 

PUM-HD, Pumilio homology domain)/ZPumillo-family RNA binding domains (aka PUM-HD, Pumilio homology domain) 
35 ZZPumiiio-family RNA binding domains (aka PUM-HD, Pumlllo homology domain) 

TRACH20043360ZZKinesin motor domalnZZCaspase recruitment domalnZZRIbosomal protein L35 

TRACH20058000ZZFibronectin type III domain 

TRACH20090060ZZC2 domain 

TRACH20091070ZZAIdehyde dehydrogenase family 
40 TRACH20093400ZZAdaptin N temiinal region 

TRACH20098510Z/Ribosomal L29 protein 

TRACH20104510ZZUncharacterized protein family UPF0005 

TRACH20108240ZZRNA recognition motif, (a.k.a. RRM, RBD, or RNP domain)ZZRNA recognition motif, (a.k.a. RRM, 
RBD, or RNP domain) 
45 TRACH201 13020ZZAIR synthase related protein 

TRACH20122980Z/TPR DomainZ/TPR DomalnZZTPR DomainZZTPR DomainZZTPR Domain 
TRACH20131230ZZPH domain/ZOxysterol-blndIng protein 
TRACH20139280ZZPX domain 

TRACH20143710ZZLeuclne Rich RepeatZZLeuclne Rich RepeatZZLeuclne Rich Repeat 
50 TRACH20149500ZZZinc fingerZZPiexin repeat/ZCysteine rich repeat/Zlntemnediate filament proteins 
TRACH20149740ZZSodium:dicarboxylate symporter family 

TRACH20163470ZZPutative Integral membrane protein DUF46/ZSugar (and other) transporterZZSodlum:galactoside 
symporter family 

TRACH20164100ZZRetrovlral aspartyl protease 
55 TRACH201 6481 OZZD-lsomer specific 2-hydroxyacid dehydrogenases 
TRACH20167090ZZChitinases, family 2 

TRACH20170860ZZImmunog!obulln domainZZImmunoglobulln domainZZImmunoglobulln domainZZImmunoglobulin do- 
main 
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TRACH201 88350//T ropomyosins 
TRACH20190460//Lipase (class 3) 

UTERU20000950//WD domain, G-beta repeat//WD domain, G-beta repeat/TWD domain, G-beta repeat//WD domain, 
G-beta repeat//WD domain, G-beta repeat 
5 UTERU2001 6580//Zinc finger present in dystrophin, CBP/p300//Myb-like DNA-binding domain 

UTERU20026620//Zinc finger, C2H2 type//Zlnc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc 
finger, C2H2 type 

UTERU20041630//KRABbo)o^/Zlnc finger, C2H2type//Zinc finger, C2H2type//Zinc finger, C2iH2type//Zinc finger. C2H2 
type//Zinc finger, C2H2 type//Transcription factor S-il (TFiiS)//Zlnc finger, C2H2 type//Zlnc finger, C2H2 type 
10 UTERU20083020//Domain of unlcnown function DUF71 

UTERU20086530//Llpocalln / cytosolic fatty-acid binding protein family 
UTERU20087070//Sushl domain (SCR repeat)//Trypsin 

UTERU20089390//TPR Domain/n"PR Domaln/ZTPR Domain//TPR Domaln//TPR Domaln//TPR Domain/TTPR Do- 
maln/ZTPR Domain 
15 UTERU20089620//Fringe-llke 

UTERU20099040//Cation efflux family 

UTERU2009951 0//KRAB box//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 type//Zinc finger, C2H2 
type//Zinc finger, C2H2type//Zinc finger, C2H2 type//Zinc finger, C2H2type//Zinc finger, C2H2type//Zinc finger, C2H2 
type//PHD-flnger//Zinc finger, C2H2 type 
20 UTERU20104310//RNA polymerases K / 14 to 18 I^Da subunit 
UTERU20121140//Rhodanese-like domain 

UTERU20122520//FERIWI domain (Band 4.1 famlly)//FERM domain (Band 4.1 family) 
UTERU20127030//Xylose isomerase//ApbE family 

UTERU20127150//Translatlon initiation factor IF-3//Dlvalent cation transporter 
25 UTERU20128560//Domain of unknown function DUF28 
UTERU20132620//HMG14 and HIVIG17 

UTERU201 39760//Mitochondrlal cannier proteins/ZMitocliondrial carrier proteins 
UTERU20168960//PH domain/ZMethanol dehydrogenase beta subunit 
UTERU20181270//Zlnc knuckle 
30 UTERU20185220//Bromodomain 

EXAMPLES 

Functional categorization based on the full-iength nucleotide sequences 

35 

[0224] The functional prediction and categorization of the proteins encoded by the clones were carried out based 
on the result of homology search of the databases of GenBank, Swiss-Prot, UniGene and nr (see the Homology Search 
Result Data) for the full-length nucleotide sequences and the result of domain search of the amino acid sequences 
deduced from the full-length nucleotide sequences (see Example 5). 

40 [0225] The clone predicted to belong to the category of secretory protein/membrane protein means a clone having 
hit data with some annotation, such as growth factor, cytokine, homione, signal, transmembrane, membrane, extra- 
cellular matrix, receptor, G-proteIn coupled receptor, ionic channel, voltage-gated channel, calcium channel, cell ad- 
hesion, collagen, connective tissue, etc., suggesting that it Is a secretory or membrane protein, or means a clone In 
which the presence of nucleotide sequence encoding a signal sequence or transmembrane domain was suggested 

45 by the results of PSORT and SOSUI analyses for deduced ORF. 

[0226] The clone predicted to belong to the category of glycoproteln-related protein means a clone having hit data 
with some annotation, such as glycoprotein, suggesting that the clone encodes a glycoprotein-related protein. 
[0227] The clone predicted to belong to the category of signal transductlon-related protein means a clone having hit 
data with some annotation, such asserine/threonine-protein kinase, tyroslne-protein kinase, SH3 domain, SH2 domain, 

50 etc., suggesting that the clone encodes a signal transduction-related protein. 

[0228] The clone predicted to belong to the category of transcription-related protelnemeans a clone having hit data 
with some annotation, such as transcription regulation, zinc finger, homeobox, etc. , suggesting that the clone encodes 
a transcription-related protein. 

[0229] The clone predicted to belong to the category of disease-related protein means a clone having hit data with 
55 some annotation, such as disease mutation, syndrome, etc., suggesting that the clone encodes a disease-related 
protein, or means a clone whose full-length nucleotide sequence has hit data for Swiss-Prot, GenBank, or UnlGene, 
where the hit data con'esponds to genes or proteins which have been deposited in the Online Mendelian Inheritance 
In Man (OMIM) (http://www.ncbi.ntm.nih.gov/Omim/), which is the human gene and disease database. 
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[0230] The clone predicted to belong to the category of enzyme and/or metabolism-related protein means a clone 
having hit data with some annotation, such as metabolism, oxidoreductase, E. C. No. (Enzyme commission number), 
etc., suggesting that the clone encodes an enzyme and/or metabollsm-rGlated protein. 

[0231] The clone predicted to belong to the category of cell division and/or cell proliferation-related protein means 
5 a clone having hit data with some annotation, such as cell division, cell cycle, mitosis, chromosomal protein, cell growth, 

apoptosis, etc., suggesting that the clone encodes a cell division and/or cell proliferation-related protein. 

[0232] The clone predicted to belong to the category of cytoskeleton-related protein means a clone having hit data 

with some annotation, such as structural protein, cytoskeleton, actin-binding, microtubles, etc., suggesting that the 

clone encodes a cytoskeleton-related protein. 
10 [0233] The clone which Is predicted to belong to the category of nuclear protein and/or RN A synthesis-related protein 

means a clone having hit data with some annotation, such as nuclear protein, RNA splicing, RNA processing, RNA 

helicase, polyadenylatlon, etc., suggesting that the clone encodes a nuclear protein and/or RNA synthesis-related 

protein. 

[0234] The clone predicted to belong to the category of protein synthesis and/or transport-related protein means a 
^5 clone having hit data with some annotation, such as translation regulation, protein biosynthesis, amino-acid biosyn- 
thesis, ribosomal protein, protein transport, signal recognition particle, etc. , suggesting that the clone encodes a protein 
synthesis and/or transport-related protein. 

[0235] The clone predicted to belong to the category of cellular defense-related protein means a clone having hit 
data with some annotation, such as heat shock, DNA repair, DNA damage, etc., suggesting that the clone encodes a 
20 cellular defense-related protein. 

[0236] The clone predicted to belong to the category of development and/or differentiation-related proteins means 
a clone having hit data with some annotation, such as developmental protein, etc., suggesting that the clone encodes 
a development and/or differentiation-related protein. 

[0237] The clone predicted to belong to the category of DNA-bindIng and/or RNA-binding protein means a clone 
25 having hit data with some annotation, such as DNA-binding, RNA-blndIng, etc, 

[0238] The clone predicted to belong to the category of ATP-binding and/or GTP-binding protein means a clone 
having hit data with some annotation, such as ATP-binding, GTP-binding, etc. 

[0239] In this functional categorization, when a single clone con^esponded to multiple categories of those shown 
above, the clone was assigned to the multiple categories. However, the function of a protein is not restricted to the 
so functional category In this classification, and there is the possibility that otherf unctions are newly assigned to the protein. 
[0240] The clones predated to belong to the category of secretory protein and/or membrane protein are the following 
516 clones. 

ADRGI^0020290, ADRGL20021910, ADRGL20036380, ADRGL20036840, ADRGL20059610, ADRGI_20063770, 
ADRGL20066770, ASTRO20010010, ASTRO20020240, ASTRO20045840. ASTRO20053430, ASTRO20055530, 

35 ASTRO20055570, ASTRO20055930, ASTRO20088950, ASTRO20091180, BNGH420021 680, BNGH420023870, 
BNGH420046790, BNGH420052350, BNGH420059680, BNGH420075940, BNGH420077980, BRACE1 0000510, 
BRAGE20051930, BRACE20052630. BRAGE20054080, BRACE20066360. BRACE20068710, BRACE20069000, 
BRACE20069110, BRACE20194670, BRACE20204670, BRACE202 16950, BRAMY1 0001 730, BRAI\/IY20003880, 
BRAMY20013670, BRAMY20024790, BRAMY20027390, BRAMY20028530, BRAMY20035380, BRAMY20044920, 

40 BRAMY20045210, BRAMY20047560, BRAMY20050940, BRAMY20053910, BRAMY20055760, BRAMY20072440, 
BRAMY20083820, BRAMY20089770, BRAMY20091230, BRAMY20094890, BRAMY20096930, BRAiy/IY201 18410, 
BRAIVIY201 23400, B RAM Y201 25550, B RAM Y20 127310, BRAMY20 127760, BRAMY20 135720, BRAMY201 37360, 
BRAMY201 39440, B RAM Y201 52510. B RAM Y201 94680, BRAMY20204270, BRAMY20225320, BRAMY2Q237190, 
BRAMY20245140, B RAM Y2025 1750. BRAMY20285650, BRAWH20020470, BRAWH20021910, BRAWH20026010, 

45 BRAWH20030000, BRAWH20039640, BRAWH 20055330, BRAWH20078620. BRAWH20093070, BRAWH20 185270, 
BRCAN10000760, BRCAN1 0001 680, BRCAN20001480, BRCAN200041 80, BRCAN20005230, BRCOC20000470, 
BRCOC20003600. BRHIP1 0000720, BRHIP1 0001040, BRHIP20000210, BRSSN20001970. BRSSN20074640, 
BRSSN20091190, CD34G20001 750, CTONG2001 7490, GTONG20036990, GTONG20041260, CTONG2004487o! 
CTONG20045500, CTONG20049480, GTONG20051450, CTONG20055850, CTONG200561 50, CTONG2005913o! 
CTONG20060040. CTONG20063770, CTONG20065680, CTONG20068360, CTONG20069320, CTONG20071 680, 
CTONG20076810, CTONG20078340, CTONG20079590, CTONG20083980, CTONG200 84020, CTONG20086210, 
CTONG201 67750, CTONG201 68240, CTONG201 79890, CTONG20 183830, CTONG201 84830, DFNES20018000, 
DFNES20029660, DFNES20057660, DFNES20072990, DFNES20080880, FGBBF200 18680, FCBBF2002928o! 
FCBBF20032930, FCBBF20036360, FCBBF20054390, FCBBF30004340, FCBBF30022680, FCBBF3002925o! 

55 FCBBF30042610, FCBBF30062490, FCBBF30075970, FCBBF30078600, FGBBF30091520, FCBBF30095410, 
FCBBF301 05440, FCBBF301 18670, FCBBF301 32660, FOBS F30 135890, FCBBF301 45670, FCBBF3016451o! 
FCBBF301 69870, FCBBF301 71230. FCBBF301 72330, FCBBF301 77290, FCBBF301 79740, FCBBF301 95690, 
FCBBF301 97840, FCBBF30212210, FCBBF30223110, FCBBF30223210, FCBBF30225930, FCBBF30230610, 
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FCBBF30260480, FCBBF30266510, FCBBF30287940, FCBBF50000610, FCBBF50004950, FEBRA2000782.0. 
FEBRA20018670, FEBRA20a31280, FEBRA20031810. FEBRA20038220, FEBRA20039260. FEBRA20040230. 
FEBRA20040560, FEBRA20046280, FEBRA20080860, FEBRA20084750. FEBRA2008881 0, FEBRA201 15930, 
FEBRA201 16650, FEBRA20121950, FEBRA20141980. FEBRA20 177800, FEBRA201 82030, FEBRA20191720, 

5 HCH0N1 0001 660, HCHON20015050, HEART1 0001490, HEART20031680, HHDPC10001140, HHDPC20051850, 
HHDPC20082790, HHDPC20088160, HLUNG20015070, HLUNG20015180, HLUNG20020850, HLUNG20029490, 
HLUNG20032460, HLUNG20033350. HLUNG20034970, HLUNG20037160. HLUNG20041540, HLUNG20042730, 
HLUNG20050760, HLUNG20052300, HLUNG20060670, HLUNG20065990, HLUNG20074330, HLUNG20081390, 
HLUNG20088750, HLUNG20092530. KIDNE20016360, KIDNE20083150, KIDNE20084030, KIDNE20084040, 

10 KIDNE20084800, KIDNE20086490, KIDNE20086660, KIDNE20094670, KIDNE20134130, KIDNE20 142900, 
KIDNE201 43200, KIDNE201 48080, KIDNE20 160960, KIDNE201 63710, KIDNE20169180, KIDNE20 182540, 
KIDNE201 861 70, KIDNE201 88630. KIDNE201 89960, LIVER20007750, LIVER2001 051 0, LIVER2001 0990, 
LIVER20026440, LIVER20030650, LIVER20038000, MESAN20007110, MESAN20008150, MESAN20021220, 
MESAN20027900, MESAN20058110, MESAN20059570, MESAN20060430, MESAN20067430, MESAN20084150, 

IS MESAN20095220, NT2NE200 18740, NT2NE20021860, NT2NE20039210, NT2NE20053230, NT2NE20059210, 
NT2NE20064780, NT2NE2 0069580, IMT2NE20080770, NT2NE20082130, NT2NE20092950, NT2NE20140130, 
NT2NE20145260. NT2NE20 146510, NT2NE201 52620, NT2NE201 67660, NT2NE20181800, NT2R 12001 6240, 
NT2RI20021200, NT2RI20033920, NT2RP70003110, NT2RP70027790, NT2RP70031070, NT2RP70031480, 
NT2RP70056690, NT2RP70087140, NTONG20034540, NTONG20053630, OCBBF20000740, OCBBF2001 2520, 

20 OCBBF201 09780, OCBBF20110210, OCBBF201 10730, OCBBF201 12280, OCBBF201 18720, OCBBF201 20010, 
OCBBF201 23200, OCBBF20 165030, OCBBF20 155900, OCBBF201 65910, OCBBF201 70350, OCBBF20 176650, 
OCBBF201 85630, OCBBF20191950, PANCR1 0000860, PEBLM20001 800, PLACE50001290, PLACE60004260, 
PLACE60006300, PLACE60053280, PLACE60055590, PLACE60056910, PLACE60057860, P LAC E6006 1370, 
PLACE60064740, PLACE60070500, PLACE60087680, PLACE60 104630, PLACE601 07010, PLACE601 13340, 

25 PLACE601 38840, PLACE60 154450, PLACE 60 184870, PR0ST1 0001 100, PROST20011160, PROST20014150, 
PROST20035830, PROST20045700, PROST20050390, PROST200651 00, PROST20073280, PROST20082430, 
PROST20084680, PROST20084720, PROST20099090, PROST201 05450, PROST20206060, PROST201 08850, 
PROST20110120, PROST20114100, PROST20 146590, PROST20 152510, PROST201 68600, PUAEN1 0000870, 
' SKMUS20006790, SKMUS20020770, SKMUS20073150, SKMUS20091900, SKNMC20006350, SKNSH20094350, 

30 SMINT20006090, SMINT20008110. SMINT20024140, SMINT20028840, SMINT20045470, SMINT20077960, 
SMINT20081330, SMINT20086250, SMINT20088440, SMINT20088690, SMINT20092160, SPLEN20015100, 
SPLEN20017610, SPLEN20017810, SPLEN20024190, SPLEN20024620, SPLEN20054500, SPLEN20058180, 
SPLEN20063890, SPLEN20073880, SPLEN20080070, SPLEN20090880. SPLEN20101950, SPLEN201 04690, 
SPLEN20105100, SPLEN201 08000, SPLEN20110180, SPLEN201 10860, SPLEN201 18050, SPLEN20121790, 

35 SPLEN201 25230, SPLEN201 36700, SPLEN201 38600, SPLEN20139100, SPLEN201 75920, SPLEN20 177400, 
SPLEN201 82850, SPLEN201 83020, SPLEN201 83950, SPLEN201 90080, SPLEN201 90770, SPLEN20 193230, 
SPLEN201 93490. SPLEN201 93790, SPLEN20201830, SPLEN20204670, TES0P1 0000350, TESTI1 00001 90, 
TESTI200061 60, TESTI200291 00, TESTI20031 31 0, TESTI20032770, TESTI20038240, TESTI200431 30, 
TESTI20043220, TESTI20045390, TESTI20046540, TESTI20046870, TESTI20047370, TESTI20050400, 

40 TESTI20051200, TEST 12005 1730, TESTI20053260, TESTI20053780, TESTI20057200, TESTI20067590, 
TESTI20059080, TESTI20061 200, TESTI200621 20, TESTI20063330, TESTI2006341 0, TESTI20063600, 
TESTI20066330. TESTI20068530, TESTI20070400. TESTI20070740, TESTI20073460, TESTI20086840, 
TESTI20095200, TESTI20095440, TESTI20095880, TESTI201 00090, TESTI201 02390, TESTI201 0591 0, 
TESTI201 13940. TESTI20116120, TESTI20121040. TESTI20121710, TESTI20131440, TESTI20 142540, 

45 TESTI201 49880, TESTI20151800, TESTI20 162780, TESTI20170170, TESTI20 173050, TESTI20 182760, 
TESTI201 83680. TESTI201 84750, TESTI201 861 1 0, TESTI201 98540. TESTI201 991 1 0, TESTI2020283P, 
TESTI20204260, TESTI2021 0030, TESTI2021 4630. TESTI2021 91 1 0, TESTI20244730. TEST120245600, 
TESTI20245860. TESTI2024641 0, TESTI20251 61 0, TESTI2025791 0, TESTI20260640, TEST(2026 1 040, 
TESTI202621 50, TESTI20262940, TESTI2026491 0, TESTI20271 790, TESTI20278280, TESTI20282420, 

SO TESTI20282900, TESTI2 0286590, THYMU20007020, THYMU20012020, THYMU200 17270, THYMU20020800, 
THYMU20025480, THYMU20028150, THYMU20030690. THYMU20034790, THYMU20046350, THYMU20046770, 
THYMU20050010, THYMU20052830, THYMU20054800, THYMU20055740, THYMU20055760, THYMU20062770, 
THYMU20078240. THYMU20079690. THYMU20083390, THYMU20087270, THYMU20 100940. THYIVIU201 15380, 
THYMU201 37050. THYMU201 37570. THYMU20 143230, THYMU20150190. THYMU201 53210, THYMU201 54790, 

55 THYMU20 163600, THYMU20171580, THYMU20 178440, THYMU201 85470. TRACH20011010, TRACH20011540, 
TRACH20021380, TRACH20073990, TRACH20081270, TRACH20090060, TRACH20 149720, TRACH20 149740. 
TRACH201 59390, TRACH201 63470. TRACH201 65330, TRACH201 67090, TRACH201 73680, TRACH20 190460, 
UMVEN 10001 380. UTERU20035770, UTERU20040150, UTERU20045200. UTERU20064120, UTERU20086530, 
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UTERU20087070, UTERU20087850. UTERU20089300, UTERU20089620, UTERU20095100, UTERU20099040, 
UTERU201 03200, UTERU201 25810, UTERU201 27030, UTERU20127150, UTERU201 39760, UTERU20188B40 
[0241] The clones predicted to belong to the category of glycoproteln-related protein are the following 121 clones. 
ADRGL20020290, ADRGL20036840, ADRGL20069610, ADRGL20066770, ASTRO20055570, BNGH420046790, 

5 BNGH420077980, BRACE20051930, BRACE200e9000, BRACE20204670, BRACE202 16950, BRAMY20013670, 
BRAMY20089770, BRAMY20251210, BRAWH20039640, BRCAN 10000760, BRCAN20005230, BRCOC2000360oi 
CD34C20001750, CTONG20017490, CTONG20036990, CTONG20045500, CTONG20059130, CTONG20079590, 
CTONG20085210, CTONG20 184830, DFNES20018000, DFNES20080880, FCBBF30004340, FCBBF30029250, 
FCBBF30062490, FCBBF30091520, FCBBF301 64510, FCBBF30171230, FCBBF30 195690, FCBBF3022321 0, 

10 FEBRA20038220, HCHON20015050, HLUNG20015070, HLUNG20032460, HLUNG20037160, HLUNG20041540, 
KIDNE20142900, KIDNE20169180, KIDNE20186170, KIDNE201 89960, MESAN20021220, MESAN20058110, 
NT2NE20064780. NT2NE20140130, NT2NE20 155650, NT2RP70056690, NTONG20053630, OGBBF20000740, 
OCBBF20012520, OGBBF2011 021 0, OCBBF201 20010, OCBBF201 65900. OCBBF201 65910, OCBBF20191950, 
PEBLM20001800. PLACE600004260, PLAGE60087680, PLAGE601 13340. PLACE60 184870, PROST20033240, 

IS PROST20099090. PROST201 08860, PROST201 46590. SKMUS20073150, SKNMG20006350, SMINT20028840, 
SMINT20056230, SMINT20083290, SMIISrr20091190, SPLEN20024620, SPLEN20063890, SPLEN20080070, 
SPLEN20090880, SPLEN201 18050, SPLEN20139100, SPLEN201 83020, SPLEN20201830. TESTI10000190, 
TESTI20031 31 0, TESTI20043990. TESTI20045390, TESTI20051 200, TESTI20057590, TESTI20059080, 
TESTI20066330, TESTI20086840, TESTI201 00090, TESTI201 05910, TESTI20 154370, TESTI20 164210, 

20 TESTI201 82760, TESTI20 184750, TESTI20199110, TESTI20219110, TESTI20220230, TESTI20245600, 
TESTI20251610, TESTI20257910, TEST 120286590, THYMU20024500. THYMU20028150, THYMU20052830, 
THYMU20062770, THYMU20099060, THYMU20 170080, THYMU201 78440, TRACH20011010, TRACH20011540, 
TRACH20021380, TRACH201 49740, TRACH201 70860, TRAGH201 90460. UTERU20086530, UTERU20087070, 
UTERU201 27030 

25 [0242] The clones predicted to belong to the category of signal transduction-retated protein are the following 88 
clones. 

ASTRO20050810, ASTRO20052420, ASTRO20085080, ASTRO20090680, BNGH420008160, BNGH42001 5760, 
BNGH420035290, BNGH420086030, BRAMY20035830, BRAMY20043630, BRAMY201 18490, BRAMY20206340, 
BRAMY20244490, BRAMY20251210, BR AM Y2 0263000, BRAWH20093040. BRAWH201 90550, GTONG20004520, 

30 CTONG20029030, CTONG20030280. CTONG20063930, CTONG20070720, CTONG201 89000, FCBBF30001100, 
FGBBF30076310, FCBBF301 00080, FGBBF30 143550, FCBBF30153170, FCBBF30 175350, FGBBF30250980, 
FEBRA20090160, FEBRA20 173330, HCHON20000870, HLUNG20011260, HLUNG20084790, KIDNE20089870, 
KIDNE201 60360, LIVER20011640, MESAN20021130, MESAN20027240, MESAN20065990, NT2NE20018890, 
NT2NE20042560, NT2RP70075800, NTONG20043080, NTONG20048440. PLACE60071800. PROST20033240, 

35 PROST20052850, PROST20065790, PROST20075280, SKNSH20052400, SKNSH20057920, SMINT20006020, 
SMINT20035050, SPLEN20023540, SPLEN20039180, SPLEN20048800, SPLEN20049840, SPLEN20054160. 
SPLEN20085910, SPLEN20191020, SPLEN201 98390, TESTI20046490, TESTI20049060, TESTI20053070, 
TESTI20066650, TESTI20081 890, TESTI20095770, TESTI201 06820, TESTI2011 2860, TESTI201 45780, 
TESTI201 50420, TESTI201 68880, TESTI20205250, TESTI20228120, TESTI20244220, TESTI20244460, 

40 TESTI20251740, TESTI20261160, TESTI20264530, THYMU20013250, THYMU20039320, THYMU20 106990, 
THYMU201 45990, THYMU201 70080, THYMU201 76010, TRACH201 88350 

[0243] The clones predicted to belong to the category of transcription-related protein are the following 143 clones. 
ASTRO20038400, ASTRO20075150, BNGH420070370, BNGH420074600, BNGH420087430, BRAGE20003310, 
BRACE20061620, BRAMY20001510, BRAMY20040580, BRAMY20076100, BRAMY20111780, BRAWH20040680, 

4S BRAWH20060740, BRAWH20080580, BRAWH 20082920, BRAWH20095900, BRSSN20066440, GTONG20020950, 
CTONG20044230, GTONG20053990, CTONG20072930, CTONG20074000, GTONG20084660, CTONG201 86370, 
CTONG201 86520, DFNES20028170, DFNES20046840, DFNES20073320, FCBBF30003610, FCBBF30019140, 
FCBBF30021900, FCBBF30093170, FCBBF301 14850, FGBBF301 29010, FGBBF301 36230, FGBBF30 143550, 
FCBBF30220050. FCBBF30228940, FCBBF30263080, FCBBF30285930, FCBBF50003530, FEBRA20026820, 

SO FEBRA20027070, FEBRA20046510, FEBRA2006701 0, FEBRA20063720, FEBRA201 70240, HCHON10000150, 
HCHON20002650, HEART20019310, HLUNG20014590, HLUNG20028110, HLUNG20063700, KIDNE20140870, 
LIVER20006260, MESAN200 16270, MESAN20038520, NT2NE20038870, NT2NE20053950, NT2NE20060750, 
NT2NE20061030, NT2NE20079670. NT2NE20082600, NT2RP70001120, NT2RP70029780, NT2RP70046410, 
NT2RP70057500, NT2RP70075300, NT2RP70090870, OCBBF201 16250, OCBBF201 20950, OGBBF20121910, 

55 OGBBF201 56450, OCBBF201 57970. OCBBF201 66900, OCBBF201 75360, OCBBF201 77540, PEBLM20003260, 
PI_ACE60052940, PLAGE60066970. FLAG E60 122970. PLAGE60 150510, P LAC E60 177880, PROST200071 70, 
PROST20024250. PROST20035170, PROST20 127450. PROST20151370, PROST201 55370, PUAEN 10000650. 
PUAEN20003120, SMINT20011950. SMINT20026200. SMINT20030740, SMINT20039050. SMINT20044140, 
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SMINT20086720, SPLEN20042200, SPLEN20043680, SPLEN20055600, SPLEN20059270, SPLEN20063250, 
SPLEN20098030, SPLEN201 97930. TEST1 10001 570, TESTI20057430, TESTI20057840, TESTI20059810, 
TESTI20067480, TEST 120068790, TESTI20076240, TESTI20079220, TESTI 20088840, TESTI201 04090. 
TESTI201 22070, TESTI201 66670, TESTI201 71 070, TESTI201 73960. TESTI201 84760, TESTI201 94880, 

5 TESTI201 97600, TESTI20228740, TESTI20254030, TESTI20254990, TESTI20266050, TESTI20274960, 
TESTI20282530, THYMU 10004280, THYMU20019260, THYMU20032820, THYMU20071120, THYMU20077250, 
TKIDN1 0001 920, UTERU20016580. UTERU20026620, UTERU20041630, UTERU20094830, UTERU20099510. 
UTERU20101150. UTERU20 169020, UTERU201 77150, UTERU201 85220, UTERU20188670 
[0244] The clones predicted to belong to the category of disease-related protein are the following 331 clones. 

10 ADRGL20020290, ADRGL20021910. ADRGL20026790, ADRGL20036840, ADRGL20059610. ADRGL20066770, 
ASTRO20038400, ASTRO20052420, ASTRO20055570, ASTRO20075160. ASTRO20088950. BNGH420008150, 
BNGH420086030, BRACE1 0000510, BRACE2000331 0, BRACE20069000, BRACE20097540, BRACE201 94670, 
BRACE20196180, BRACE20204670. BRACE202 16950, BRAMY20003540, BRAMY20005080, BRAMY20035830, 
BRAMY20040580, BRAMY20043630, BRAMY20044920, BRAMY20051820, BRAMY20056620, BRAMY20089770, 

15 BRAMY20111780, BRAMY201 6251 0, BRAMY201 90550, BRAM Y20221 60a, BRAMY20227B60, BRAMY2027451 0, 
BRAWH20082920, BRAWH20093040. BRAWH20095900, BRAWH201 90530, BRAWH20191980, BRCAN1 0000760, 
BRCAN1 0001 050, BRCAN20 005230, BRSSN20066440, CTONG20004520, CTONG20029030, CTONG20042640, 
CTONG20046500, CTONG20052780, CTONG20053990, CTONG20070780, CTONG2007091 0, CTONG20072930, 
CTONG20083980, CTONG20084660, CTONG20 165750, CTONG201 69040, CTONG201 83430, CTONG201 83830, 

SO CTONG201 86290, CTONG20 189000, D FN ES200 16470, DFNES20025500, DFNES20046840, DFNES20055400, 
DFNES20080880, FCBBF1 0000230, FCBBF20035490, FCBBF20066340. FCBBF30002270, FCBBF30002280, 
FCBBF30019140, FCBBF30053300, FCBBF30071500, FCBBF30072440, FCBBF30076310, FCBBF30080730, 
FCBBF301 00080. FCBBF301 15920, FCBBF301 18670, FGBBF301 29010, FCBBF301 32050, FCBBF301 36230, 
FGBBF30153170, FCBBF301 64510, FCBBF301 66220, FCBBF30171230, FCBBF30 175350. FCBBF301 94550, 

25 FCBBF30220050, FCBBF30223210. FGBBF30259050, FCBBF30263080, FCBBF30275590, FCBBF50001650, 
FEBRA20027070, FEBRA20045380. FEBRA20046200, FEBRA20046510, FEBRA2005701 0, FEBRA20063720, 
FEBRA20078800, FEBRA20087550, FEBRA2008881 0, FEBRA200901 60, FEBRA20092760, FEBRA20151750, 
FEBRA201 70240, FEBRA201 73330, FEBRA20191720, HCH0N1 00001 50. HCHON20015050, HEART20C09590, 
HEART20022200, HEART20063100, HHDPC20081230, HLUNG20008460, HLUNG20014590. HLUNG20032460, 

30 HLUNG20063700. HLUNG20065990, HLUNG20069350, HLUNG20081530, HLUNG20082350, HLUNG20083330, 
HLUNG20085210, KIDNE20081170, KIDNE20084040, KIDNE20088240, KIDNE20089870, KIDNE201 33460, 
KIDNE201 34890, KIDNE20141700, KIDNE201 42900, KIDNE201 50730, KIDNE20 152440, KIDNE201 60360, 
KIDNE201 65390, KIDNE20169180, KIDNE20 173430, KIDNE201 89960, LIVER20026440, MESAN20006200, 
MESAN20021130. MESAN20033220, MESAN20056890, MESAN20057240. MESAN20065990. MESAN20067430, 

35 MESAN20069530, NESOP20004520, NT2NE20018890, NT2NE20026200. NT2NE20037050, NT2NE20053950, 
NT2NE20061030, NT2NE20111190, NT2NE201 17580, NT2NE201 19980, NT2NE20140130, NT2NE20141040, 
NT2RI20093010. NT2RP 700031 10, NT2RP70046410, NT2RP70075300, NTONG20032100. NTONG20034540, 
OCBBF20000740, OGBBF200 12520, OCBBF20111600, OCBBF201 20010. OCBBF201 56450, OCBBF201 57970, 
OCBBF20191950, PEBLM20001800, PEBLM20003260, PLACE60004260, PLACE60012620, PLACE60054230, 

40 PLACE60054870. PLACE60062660, PLACE60087680, PLACE60 184870, PROST20015210, PROST20024250, 
PROST20036350, PROST20050390, PROST20058860, PROST20063430, PROST20065790, PROST20084720, 
PROST20099090, PROST20 120070, PROST20 127450, PROST20 146590, PROST201 52510. PROST201 6860oi 
PUAEN1 0000650, PUAEN20003120, SKMUS20008730, SKMUS2001 7400, SKMUS20040440. SKMUS20073590, 
SKMUS20079150, SKNSH20009710, SMINT20002320, SMINT20007470, SMINT20008110, SMINT20011950, 

45 SMINT20016150, SMINT20026200, SMINT20030740, SMINT20049920, SMINT20077960, SMINT20083290, 
SMINT20086250, SMINT20089600, SMINT20091190, SPLEN20023540, SPLEN20024190. SPLEN20042200, 
SPLEN20043680, SPLEN20055600, SPLEN20057830, SPLEN20059270, SPLEN20063890, SPLEN20073500, 
SPLEN20080070, SPLEN20085910, SPLEN20090880, SPLEN20098030, SPLEN201 18050, SPLEN201 36730, 
SPLEN20138600, SPLEN20139100. SPLEN201 39360. SPLEN201 80980, SPLEN20 187490, S PL EN20 193790, 

50 SPLEN20201830, TESTI1 00001 90. TESTI20031310, TESTI20035790, TESTI20041630. TESTI20049060. 
TESTI20050720, TESTI20051200, TESTI20057430, TESTI20057590, TESTI20059080, TESTI20062120, 
TESTI20067480, TESTI20071 630, TESTI20099350, TESTI201 051 30, TESTI201 0591 0, TESTI201 08060, 
TESTI201 25920, TESTI201 30530. TESTI20131440, TESTI20 134680, TESTI20 142540. TESTI20143180. 
TESTI201 50420, TESTI20 154370, TESTI201 64210. TESTI201 66670, TESTI201 68880. TESTI20171070, 

55 TESTI201 82760, TESTI201 84750, TESTI201 93080, TESTI201 94880, TESTI201 96970, TESTI201 97600, 
TESTI20201 760. TESTI202071 70, TESTI2021 91 1 0, TESTI20228740, TESTI20244430, TESTI20246480. 
TESTI20251 740, TESTI20252690, TESTI20254030. TESTI20257910, TESTI20268720. TESTI20266050, 
TESTI20271790, TESTI20274960, TESTI20282530, TESTI20286590, THYMU 10004280, THYMU20006020, 
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THYMU20013250, THYMU200 19260, THYMU20023560, THYMU20028150, THYMU20032820. THYMU20034400, 
THYMU20055460, THYMU20063650, THYMU20070250, THYMU20071120, THYMU20081110, THYMU2009a230, 
THYMU20095920, THYMU20098350, THYMU20099060. THYMU20120730. THYMU20121040. THYMU20 170080, 
THYMU201 85650, THYMU20191970, TKIDN1 0000620, TKIDN1 0001 920, TRACH20011540, TRACH20091070, 
5 TRACH201 43710, TRACH20 170860, UTERU1 0001 060, UTERU20026620, UTERU20041630, UTERU20086530, 
UTERU20087070, UTERU20087850. UTERU20099510, UTERU20101150, UTERU20 104310, UTERU201 27030, 
UTERU201 85220 

[0245] In particular, hit data of the following 328 clones for Swiss-Prot, or GenBank, UnlGene, or nr corresponded 
to genes or proteins which had been deposited In the Online Mendellan Inheritance In Man (OMIM), which Is the human 

10 gene and disease database, (the OMIM Number Is shown in the parenthesis after the Clone Name). 

ADRGL20020290 (602193), ADRGL20021910 (605717), ADRGL20026790 (605046), ADRGL20036840 (142800), 
ADRGL20059610 (230800;230900;231000;231005), ADRGL20066770 (130660), ASTRO20038400 (604764)! 
ASTRO20052420 (600888), ASTRO20055570 (1 76640; 1 23400; 1 37440;245300;600072), ASTRO200751 50 
(601896), ASTRO20088950 (603202;223000;223100), BNGH420008150 (600050), BNGH420086030 (118423), 

15 BRACE1 0000510 (148021), BRACE20003310 (603899), BRACE20069000 (204200), BRACE20097540 (604908), 
BRACE201 94670 (314375), BRACE20196180 (605535), BRACE20204670 (176884), 

BRACE20216950 (158070), BRAMY20003540 (602142). BRAMY20005080 (604735), BRAMY20035830 (603524), 
BRAMY20040580 (604077), BRAMY20043630 (602775), BRAMY20044920 (603486), BRAMY20051820 (604567). 
BRAMY20056620 (210210), BRAMY20089770 (602566), BRAMY20111780 (604077), BRAMY201 52510 (176879), 

20 BRAMY201 90550 (600051), BRAMY20221600 (605789), BRAMY20227860 (605416), BRAMY20274510 (180476), 
BRAWH20082920 (603246), BRAWH20093040 (602989), BRAWH20095900 (602277), BRAWH201 90530 (605208), 
BRAWH201919B0 (239500), BRCAN1 0000760 (111000), BRCAN 10001 050 (603696), BRCAN20005230 (603268), 
BRSSN20066440 (603430), CTONG20004520 (603817), CTONG20029a30 (602775), CTONG20042640 (103390), 
CTONG20045500 (106195), CTONG20052780 (605612), CTONG20053990 (602187), CTONG20070780 (118990), 

25 CTONG20070910 (604450), CTONG20072930 (314995), CTONG20083980 (601703), CTONG20084660 (600834). 
CTONG20165750 (182465), CTONG20169040 (148030), CTONG20183430 (106410). CTONG20183830 (600382), 
CTONG201 86290 (100660), CTONG201 89000 (600888), DFNES20016470 (605952), DFNES20025500 (604581), 
DFNES20046840 (60261 7;241 850), DFNES20055400 (603456), DFNES20080880 (602273), FCBBF1 0000230 
(602327), FCBBF20035490 (602489), FGBBF20066340 (603560), FCBBF30002270 (142708), FCBBF30002280 

30 (176763), FCBBF30019140 (602120), FGBBF30053300 (600299), FCBBF30071500 (125485), FCBBF30072440 
(604455), FCBBF30076310 (176892), FCBBF30080730 (600572), FGBBF30100080 (602488), FCBBF30115920 
(603577). FCBBF30118670 (603640), FCBBF30129010 (601260), FCBBF30132050 (603018), FCBBF30136230 
(189909), FCBBF30153170 (171860;171850), FCBBF30164510 (603006), FCBBF301 66220 (182144), 
FCBBF30171230 (162151), FCBBF301 75350 (602521), FCBBF301 94550 (182900), FCBBF30220050 (600380), 

35 FCBBF30223210 (300022), FCBBF30263080 (194558), FCBBF30275590 (601403), FCBBF50001650 (605268), 
FEBRA2002707O (314995), FEBRA20045380 (602942). FEBRA20046200 (106410), FEBRA2004651 0 (604077), 
FEBRA20057010 (602187), FEBRA20063720 (603899), FEBRA20078800 (601825;256000), FEBRA20087550 
(600811), FEBRA20088810 (603725), FEBRA20090160 (600137), FEBRA20092760 (602567), FEBRA201 70240 
(314997), FEBRA20173330 (602990), FEBRA20191720 (603895), HCHON10000150 (300163). HCHON20015050 

40 (151510), HEART20009590 (604581), HEART20022200 (601870). HEARr20063100 (602422), HHDPC20081230 
(164035), HLUNG20008460 (300108), HLUNG20014590 (604077), HLUNG20032460 (176785). HLUNG20063700 
(600210), HLUNG20065990 (186591). 

HLUNG20069350 (114212), HLUNG20081530 (162230). HLUNG20082350 (604677), HLUNG20083330 (120180), 
HLUNG20085210 (604464), KIDNE20081170 (604535), KIDNE20084040 (602382), KIDNE20088240 (605084), 

45 KIDNE20089870 (602922), KIDNE20133460 (605430), KIDNE20134890 (117143), KIDNE20141700 (312760), 
KIDNE20142900 (188040), KIDNE20150730 (179715), KIDNE20152440 (602194), KIDNE20160360 (602488), 
KIDNE201 65390 (604649), KIDNE20169180 (191845), KIDNE201 73430 (603831), KIDNE201 89960 (275360), 
LIVER20026440 (601270), MESAN20006200 (151740), MESAN20021130 (600050), MESAN20033220 (600466), 
MESAN20056890 (600813), MESAN20057240 (126380). MESAN20065990 (601959), MESAN20067430 (191010). 

50 MESAN20069530 (604362), NESOP20004520 (153432). NT2NE20018890 (606031), NT2NE20026200 (277730), 
NT2NE20037050 (300028), NT2NE20053950 (604078), NT2NE20061030 (600834), NT2NE20111190 (602619), 
NT2NE20117580 (601825;256000), NT2NE20119980 (191161), NT2NE20140130 (601281), NT2NE20141040 
(602917), 

NT2RI20093010 (172460). NT2RP70003110 (1301 60; 194050). NT2RP7004641 0 (601930), NT2RP70075300 
55 (601866), NTONG20032100 (148065; 193900), NTONG20034540 (602658), OCBBF20000740 (602059), 
OCBBF20012520 (602059), OCBBF20111600 (147625), OCBBF20120010 (605008), OCBBF20156450 (314997), 
OCBBF201 67970 (604077), OCBBF20191950 (192977). PEBLM20001800 (146900), PEBLM20003260 (194568), 
PLACE60004260 (601891), PLACE60012620 (214500), PLACE60054230 (300108), PLACE60054870 (160776), 
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PLACE60062660 (606004). 

PLACE60087680 (146732), PLACE601 84870 (172425), PROST20015210 (160745), PROST20024250 (604078), 
PROST20036350 (138295), PROST20050390 (601258), PROST20058860 (182282), PROST20063430 (603292), 
PROST20065790 (171840), PROST20084720 (604426), PROST20099090 (602714), PROST20120070 (602809), 

5 PROST20127450 (602960), PROST20146590 (158340;1 13720), PROST20152510 (603367), PROST201 68600 
(604415), PUAEN10000650 (602960), PUAEN20003120 (601573), SKMUS20008730 (602127), SKMUS20017400 
(191030), SKMUS20040440 (604163), SKMUS20073590 (606834), SKMUS20079150 (605596), SKNSH2000971 0 
(191030:164970), SMINT20002320 (601644), SMI^JT20007470 (190370), SMINT20008110 (604384), 
SMINT20011950 (603430), SMINT20016160 (134790), SMINT20026200 (159556), SMINT20030740 (604078), 

10 SMINT20049920 (600417), SMINT20077960 (137350;1 05120). SMINT20083290 (146900), SMINT20086250 
(238330), SMINT20089600 (605926), SMINT20091190 (148900), SPLEN20023540 (605577), SPLEN20024190 
(601548). SPLEN20042200 (604167), SPLEN20043680 (126340;234050;278730), SPLEN20055600 (194541), 
SPLEN20057830 (179715), SPLEN20059270 (602165), SPLEN20063890 (600245), SPLEN20073500 (603300), 
SPLEN20080070 (230000), SPLEN20085910 (603424), SPLEN20090880 (142800), SPLEN20098030 (601742), 

IS SPLEN20118050 (301870), SPLEN20136730 (605412), SPLEN20138600 (603728), SPLEN20139100 (147120), 
SPLEN20139360 (117140). SPLEN20180980 (156560), SPLEN20187490 (179838), SPLEN20193790 (147150>, 
SPLEN20201830 (301870), TESTI10000190 (158340;1 13720), 

TESTI20031310 (107280), TESTI20035790 (601940), TESTI20049060 (603889), TESTI20050720 (245050), 
TESTI20051200 (602273), TESTI20057430 (194532), TESTI20057590 (601890), TESTI20059080 (604038), 

20 TESTI20062120 (604212), TESTI20067480 (602277), TESTI20071 630 (602692), TESTI20099350 (160776), 
TESTI20105130 (310400), TESTI20105910 (601328). TESTI201 08060 (600590), TESTI20125920 (601934), 
TESTI20130530 (146680), TESTI20131440 (114850), TESTI201 34680 (117143), TESTI20142540 (137960), 
TESTI20143180 (117143), TESTI20150420 (602732), TESTI20154370 (600936>, TESTI20164210 (602319), 
TESTI20166670 (142968). TESTI201 68880 (151410), TESTI201 71 070 (604064), TESTI20182760 (601328), 

25 TESTI201 84750 (150320), TESTI201 93080 (602128), TESTI201 94880 (602260). TESTI201 96970 (601117>, 
TESTI201 97600 (604167), TESTI20201 760 (602162). TESTI20207170 (480100), TESTI20219110 (601890), 
TESTI20228740 (604027), TESTI20244430 (182900), TESTI20246480 (601486), TESTI20251740 (602731), 
TESTI20252690 (601368), TESTI20254030 (602330), TEST 1202579 1 0 (142871), TESTI20258720 (182900). 
TESTI20266050 (109092), TESTI20271 790 (604678), TESTI20274960 (194658), TESTI20282530 (604077), 

30 TESTI20286590 (147267), THYMU 10004280 (602290), THYMU20006020 (601149), THYMU20013250 (601988), 
THYMU20019260 (603899), THYMU20023560 (142765), THYMU20028150 (190197), THYMU20032820 (604077), 
THYMU20034400 (604449), THYMU20055460 (133280), THYMU20063650 (180480), THYMU20070250 (277730), 
THYMU20071120 (603899), THYMU20081110 (602567), THYMU20090230 (602324), THYMU20095920 (605349), 
THYMU20098350 (148040;131760;131800;131900), THYMU20099060 (146900), THYMU20120730 (100660), 

35 THYMU20121040 (130592). THYMU201 70080 (604964), THYMU20185650 (602121; 124900), THYMU20191970 
(604265). TKIDN10000620 (605072), TKIDN10001920 (603899), TRACH20011540 (191155), TRACH20091070 
(100660), TRACH20143710 (601905), TRACH20170860 (147170), UTERU10001060 (311040), UTERU20026620 
(314997), UTERU20041630 (602277), 

UTERU20086530 (173310), UTERU20087070 (216950). UTERU20087850 (605248), UTERU2009951 0 (604077), 
40 UTERU20101150 (164012), UTERU20104310 (604414), UTERU20127030 (150325), UTERU20185220 (600014) 
[0246] The clones predicted to belong to the category of enzyme and/or metabolism-related protein are the following 
219 clones. 

ADRGL20059610, ASTRO20 026320. ASTRO20050810, ASTRO20088950, BNGH420008150. BNGH420035290, 
BNGH420074600, BRACE20050870, BRACE20097540, BRACE202 00770, BRACE20204670. BRACE2021 541 0. 

45 BRAMY20003540, BRAMY20005080, BRAIVIY20027990, BRAMY20028620, BRAMY20044920, BRAMY20055760, 
BRAMY20056620, BRAMY20072870, BRAMY20093490, BRAMY20096930. BRAMY20118490, BRAMY20 125360, 
BRAMY201 43870. BRAMY201 52510. BRAMY20231150, BRAMY20244490. BRAMY20251210, BRAWH20021910. 
BRAWH20082920. BRAWH20093040, BRAWH20094900, BRAWH20183170, BRAWH20 188750, BRAWH20 190550, 
BRAWH20191980, BRCAN20005230, BRCOC20003600, CTONG20051100, CTONG20070910, CTONG20076810, 

SO CTONG20079590, CTONG20080140, CTONG20085210, CTONG20 186290, DFNES20063460, DFNES20080880, 
FCBBF20023490, FCBBF20066340, FCBBF30004340, FCBBF30019140, FGBBF30022680, FCBBF30029250, 
FCBBF30072440, FCBBF3007631 0, FCBBF30085560, FCBBF30091520, FCBBF301 07290, FCBBF301 25880, 
FCBBF301 32050, FCBBF3 01 43550, FGBBF30153170, FCBBF301 66220, FCBBF301 71230, FCBBF301 75360, 
FCBBF30236670, FCBBF30260480, FEBRA20038220, FEBRA20040560, FEBRA20078800, FEBRA20090160, 

55 FEBRA201 72230. FEBRA20 173330. HCHON20000870, HCHON20002710, HEART1 0001 490. HEART20022200. 
HEART20047640, HEART20082570, HLUNG20011260, HLUNG20032460, HLUNG20041540, HLUNG20042730, 
HLUNG20054790, KIDNE20080690, KIDNE20083620. KIDNE20084040, KIDNE20147170, KIDNE201 52440, 
KIDNE201 73150, KIDNE201 861 70, KIDNE201 89960, LIVER2001 1 640, LIVER20026440, LIVER20055270, 
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MESAN20021130, MESAN20033220, MESAN20038520, ME5AN20057240, MESAN20058110, MESAN20065990. 
MESAN20095800, NT2NE20026200, NT2NE20042550, NT2NE201 17580, NT2NE20 127900, NT2R 120093010, 
NT2RP70064570, NTONG20034540, ISITONG20043080, NTONG20053630, NTONG20053730. NTONG20058010. 
OCBBF201 20010. OCBBF201 67290, OCBBF20191950, PANCR1 0000860, PLACE60052940, PLACE60064180, 

5 PLACE60073090, PLACE60095600, PLACE60 184410, PLACE60 188630, PROST20007600, PROST20033240, 
PROST20036350, PROST20 039300, PROST20050390, PROST20061310, PROST20052850. PROST20065790, 
PROST20075280, PROST20 084720, PROST20 099090, PROST201 08850, PROST201 52510, PUAEN20001620, 
PUAEN20002470, SKNMC20006350. SKNSH20057920. SMINT20008110, SMINT20049920, SMINT20094680, 
SPLEN20023540, SPLEN20024930, SPLEN20043680, SPLEN20048800. SPLEN20054500, SPLEN20057900, 

10 SPLEN20071820, SPLEN20080070, SPLEN20085910, SPLEN201 08000, SPLEN201 36730, SPLEN201 80980, 
TESTI2001 2080, TESTI20030200, TESTI20031 31 0, TESTI20038240, TESTI20050720, TESTI20051 200, 
TESTI20059080, TESTI200621 20, TESTI20066330, TESTI20076570, TESTI201 03690, TESTI201 051 30, 
TESTI201 06820, TESTI201 08060, TESTI201 12860, TESTI20121040, TEST 120 130530, TESTI20131440, 
TESTI201 68880. TESTI201 701 70, TESTI201 96690, TESTI201 96970, TESTI201 991 1 0, TESTI20205250, 

15 TESTI20212970, TESTI20222030, TESTI20226520, TESTI20227380, TESTI20244460, TESTI20244730, 
TESTI20250630, TESTI20260640, TESTI20262940, TESTI 20264530, TESTI20285230, THYMU20006020, 
THYMU20013250, THYMU20034400, THYMU20039320, THYMU20055460, THYMU20055760, THYMU20063650, 
THYMU20066660, THYMU20070250, THYMU20087270, THYMU20096580, THYMU20 100940, THYMU20110720, 
THYMU20120240. THYMU201 20730, THYMU201 70230, TRACH20011010, TRACH20021380, TRACH20091070, 

20 TRACH201 13020, TRACH20 143710, TRACH20164100, TRACH201 90460, UTERU20087070, UTERU20089620, 
UTERU201 04310, UTERU20 185220, UTERU201 88670 

[0247] The clones predicted to belong to the category of ceil division and/or cell proliferation-related protein are the 
following 44 clones. 

ASTRO20090680, BRACE20079370, BRAMY20234820, BRCAN1 0001 050, BRCAN20005410, CTONG20032930, 
25 FCBBF20070950, FCBBF30002270. FCBBF30053300. FCBBF301 05860, FCBBF30 175350, FCBBF3021 5240. 
FCBBF30275590, FEBRA20045380, HLUNG20068120, KIDNE20 134890, KIDNE20 150730, MESAN20021470, 
NT2NE20077250, NT2NE201 53620, NT2RP70030840, NTONG20053910, OCBBF20111370, OCBBF201 74580. 
PROST20063430, SKNMC10001230, SMINT20028800, SPLEN20023540, SPLEN20057830, SPLEN201 39360, 
TESTI20031 41 0, TESTI20057840, TESTI20065650, TESTI20066650, TESTI201 07320, TESTI201 08060, 
30 TESTI201 14480, TESTi20 134680, TEST!20143180, TESTi201 60920, TESTi20201760, TESTI20278280, 
TESTI20284260, THYMU20097920 

[0248] The clones predicted to belong to the category of cytoskeleton-related protein are the following 80 clones. 
ADRGL20062330, ASTRO20053430, BGG 11 20000670, BRACE20079370, BRAMY20 038980, BRAMY20083330, 
BRAMY20094890, CTONG20004110, CTONG20032930, CTONG20077760, CTONG20083980, CTONG20 169040, 

35 CTONG201 83430, D FN ES200 18000, FCBBF30 106860, FCBBF301 30410, FCBBF301 94550, FCBBF30201630, 
FCBBF30271990, FEBRA20005040. FEBRA20046200, FEBRA20099860, HCHON20015050, HLUNG20081530, 
KIDNE20081170, NT2RP70001730, NT2RP70003110, NTONG20032100, OCBBF201 66890, OCBBF20 174890, 
PLACE60054870, PLACE60055590, Pl_ACE60071 800, PLACE601 18810, PROST20015210, PROST20097840, 
PROST201 20070, PROST201 46590, SKMUS20007260, SKMUS20008730, SKMUS20017400, SKMUS20073590, 

40 SMINT20062050. SMINT20074330, SMINT20077960, SPLEN20039180, SPLEN20049840, SPLEN20076470, 
SPLEN201 82990, SPLEN201 87490, SPLEN201 96710, TESTI1 00001 90, TESTI20041630, TESTI20057880, 
TESTi20058920, TESTI20060080, TESTI20064530, TESTI20064650, TESTI20065650, TESTI20067440, 
TESTI20071130, TESTI20099360, TESTI201 12540. TESTI20 125280, TESTI201 36010. TESTI20 153310, 
TESTI201 75370, TESTI20222460, TESTI20244430, TESTI20254030, TESTI20258720, THYMU20024500, 

45 THYMU20062610, THYMU20098350, TRACH20 043360, TRACH20098510, TRACH201 49500. UTERU20089390. 
UTERU201 22520, UTERU201 68960 

[0249] The clones predicted to belong to the category of nuclear protein and/or RNA synthesis-related protein are 
the following 70 clones. 

ASTRO20026320, BRACE20050870, BRACE20200770, BRAMY20 134050, BRAWH20063010, BRAWH20093040, 
50 BRAWH201 74330, BRAWH20 176850, CTONG20042640, FCBBF20023490, FCBBF20035490, FCBBF20070950. 
FCBBF30002270, FCBBF30048420, FCBBF30080730, FCBBF301 15920, FCBBF30236670. FEBRA20035240, 
FEBRA20092760, FEBRA201 73330, HHDPC20081230, HLUNG20011460. HLUNG20068120, KIDNE20089870, 
KIDNE201 50730, MESAN20 056890, MESAN20057240, NT2NE20037050, NT2NE201 67660, NT2RP70031070, 
NTONG20053730, PLACE60064180, PLACE60095600, PROST200 16760, PROST20051310, PROST20058860, 
55 PROST201 52510, PUAEN20002470, SKMUS20079150. SKNSH20030640, SPLEN20023850, SPLEN20057830. 
SPLEN201 39360, SPLEN201 90430, TESTI20006830, TESTi20030200, TESTI20031410, TESTI20035790. 
TESTI200621 20, TESTI20065650, TESTI20081 890, TESTi201 50920, TESTI201 5331 0, TESTI20201 760, 
TESTI2021 2970, TESTI20227380, TESTi20251 740. TESTI20256560, TESTI20260640, TESTI202701 30, 
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TESTI20284260, TESTI20285230, THYMU20021090, THYMU20049060, THYMU20066660, THYMU20081110, 
THYIVIU20090230,THYMU201 20240, UTERU1 0001 060, UTERU20104310 

[0250] The clones predicted to belong to the category of protein synthesis and/or transport-related protein are the 
following 20 clones. 

5 BRAMY20038980, BRAMY20274510, CTONG20008190, CTONG20033610, FCBBF2001B680, FEBRA20090220, 
KIDNE20141700, NT2NE20 167660, NTONG20055200, PI_ACE600 12620, PROST20036350, PROST20062820, 
SKMUS20040440, SMINT20000070, SPLEN20 180980, TESTI20055680, TESTi20067440, TESTI201 07240, 
THYMU20096580, THYIVIU20121040 

[0251] The clones predicted to belong to the category of cellular defense-related protein are the following 1 0 clones. 
10 ASTRO20089600, BRAM Y201 1 7670, FEBRA20087550, HLUNG20081390. l\/iES AN 20057240, NTONG20031 580, 
PROST20007600, SPLEN20023850, SPLEN20043680, TESTI20261680 

[0252] The clones predicted to belong to the category of development and/or differentiation-related protein are the 
following 19 clones. 

BRACE20061620. BRACE20200770, BRAiVIY20013670, CTONG2001 7490. CTONG20020950, HCH0N1 0000150, 
15 MESAN20021470, OCBBF201 65910, PROST201 55370, PUAEN20002470, TESTI20079220, TESTI20079980, 
TESTI201 66670, TESTI20 184760, TESTI20252690. TRACH20040390, UTERU20089620, UTERU20094830, 
UTERU201 69020 

[0253] The clones predicted to belong to the category of DNA-binding and/or RNA-blndIng protein are the following 
168 clones. 

20 ASTRO20038400. BGGI1 2001 0760, BNGH420070370, BRACE20003310, BRACE20061620, BRAMY20001510, 
BRAMY20040580, BRAMY20076100, BRAMY20111780, BRAI\/IY20274610, BRAWH20040680, BRAWH20050740, 
BRAWH20063010, BRAWH20080580, BRAWH20095900, BRAWH20 174330, BRSSN20066446, CTONG20020950, 
CTONG20044230, CTONG20053990, CTONG20072930, CTONG20074000, CTONG20 165750, CTONG201 86370, 
CTONG201 86520, DFNES20046840, DFNES20073320, FCBBF20035430, FCBBF20070950, FCBBF30002270, 

25 FCBBF30003610, FCBBF30019140, FCBBF30021900, FCBBF30048420, FCBBF30080730, FCBBF30093170, 
FCBBF301 14850, FCBBF301 29010, FCBBF301 36230, FCBBF30220050, FCBBF30228940. FCBBF30236670, 
FCBBF30263080, FCBBF30285930, FCBBF50003530, FEBRA20026820, FEBRA20027070, FEBRA20035240, 
FEBRA20046510, FEBRA20057010, FEBRA20063720, FEBRA20087550, FEBRA2 0092760, FEBRA20 170240, 
FEBRA201 77800, HCHON20002650, HEART20019310, HEART20063100, HHDPC20081230, HLUNG20011460, 

30 HLUNG20014590, HLUNG20028110, HLUNG20063700, HLUNG20068120, KIDNE201 40870, LIVER20006260, 
MESAN20016270, MESAN20056890, MESAN20067240, NT2NE20038870, NT2NE20053950, NT2NE20060750, 
NT2NE20079670, NT2NE2 0082600, NT2NE20087270, NT2RP70029780, NT2RP70046410, NT2RP70057500, 
NT2RP70075300, NT2RP70090870, OCBBF201 16250, OCBBF201 20950, OCBBF20121910, OCBBF20 156460. 
OCBBF201 57970, OCBBF201 66900, OCBBF201 75360, OCBBF201 77540, PEBLM 10001 470, PEBLIVI20003260. 

35 PLACE60066970, PLACE60 122970, PIJVCE601 77880, PROST200071 70, PROST20024250, PROST20035170, 
PROST20051310, PROST20058860, PROST20151370, PROST20 155370, PUAEN20003120, SMINT20011950, 
SMINT20030740, SMINT20039050, SMINT20044140, SMINT20086720, SPLEN20042200, SPLEN20043680, 
SPLEN20055600, SPLEN20059270, SPLEN20063250, SPLEN201 39360, SPLEN201 90430, TEST1 10001570, 
TESTI20006830, TESTI20030200, TESTI20031410. TESTI20035790, TESTI20057430, TESTI20059810, 

40 TESTI20062120, TESTI20067480, TESTI20068790, TESTI20075240. TESTI20079220, TESTI20088840, 
TESTI201 04090, TESTI201 34970, TESTI201 66670, TESTI201 71 070, TESTI201 73960, TESTI201 84760, 
TESTI201 97600, TESTI20201 760, TESTI20212970, TESTI20227380, TESTI 20228740. TESTI20246480, 
TESTI20254030, TESTI20254990, TESTI20266050, TESTI20268240. TESTI202701 30, TESTI20274960, 
TESTI20282530, TESTI20284260, TESTI20285230, THYMU 10004280, THYMU20019260, THYMU20023560, 

45 THYMU20032820, THYMU20049060, THYMU20066660, THYMU20071120, THYI^U20077250, THYMU20081110, 
THYMU20090230, TKIDN 10001920, TRACH20 108240, UTERU1 0001 060, UTERU20026620, UTERU20041630, 
UTERU20094830, UTERU20099510, UTERU20101150, UTERU201 69020, UTERU20177150, UTERU201 88670 
[0254] The clones predicted to belong to the category of ATP binding and/or GTP-blndIng protein are the following 
93 clones. 

50 ASTRO20026320, BNGH420035290, BRACE20050870, BRACE20079370, BRACE20200770, BRAMY20055760, 
BRAMY201 18490, BRAMY20244490, BRAMY20251210, BRAWH20093040, BRAWH201 90650, BRCAN 1000 1050, 
BRCOC20003600, CTONG20008190, CTONG20030280, CTONG20032930, CTONG 201 76040, CTONG201 84830, 
FCBBF20023490, FCBBF30019140, FCBBF30076310, FCBBF30 105860, FCBBF301 75350, FCBBF30201630, 
FCBBF30236670, FEBRA20005040, FEBRA20090160, FE BR A20 173330, HCHON20000870, HLUNG20011260, 

55 HLUNG20052300, KiDNE20081170, KtDNE201 34890, LIVER20030650, LIVER20055270. MESAN20065990, 
NT2NE20042650, NTONG20043080, NTONG20055200, OCBBF20 182060, PLACE60054870, PLACE60064180, 
PLACE60095600, P LAC E601 40640, PROST200 15210, PROST20033240, PROST20036350, PROST20051310. 
PROST20052850, PROST20062820. PROST20075280, PROST20 120070, PUAEN20002470, SKNSH20052400, 
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SKNSH20057920, SMINT20008110, SPLEN20023850. SPLEN20043680, SPLEN20049840, SPLEN201 36730, 
SPLEN201 80980, SPLEN20 193790, TESTI20065680. TESTI20058920, TESTI20060080, TESTI20064650, 
TESTI20071 1 30, TESTI20099350, TESTI201 06820, TESTI201 1 2860, TESTI201 34680, TESTI201 3601 0, 
TESTI201 431 80, TEST1201 75370, TESTI2021 2970, TESTI20222460, TESTI20227380, TESTI20244220, 
5 TESTI20244460, TESTI20264530, THYMU200 13250, THYMU20039320, THYMU20062610, THYMU20066660, 
THYMU20087270, THYMU20096580, THYMU201 00940. THYMU201 76010, TRACH20043360, TRACH2009851 0. 
TRACH201 13020, UTERU20 185220, UTERU201 88670 

[0255] Among the clones other than the ones shown above, BNGH420036410 and FCBBF30257370 are clones 
which were predicted to highiy possibly belong to the category of secretory protein and/or menfibrane protein based 
10 on the result of domain search by Pfam. 
SMINT20044730, TESTI201 40970 

[0256] The two clones shown above are clones which were predicted to highly possibly belong to the category of 
glycoprotein-related protein based on the result of domain search by Pfam. 

BRACE20055560. CTONG20046690, DFNES20043710, FCBBF30005500, MESAN20030350, MESAN20030370. 
15 PLACE60074820. TESTI20058350. TESTI20106170, TRACH20131230, UTERU20000950 

[0257] The 11 clones shown above are clones which were predicted to hIghiy possibly belong to the category of 
signal transduction-related protein based on the result of domain search by Pfam. 

ASTRO20010290, BRACE20099070, CTONG20007660, DFNES20076340. DFNES20094820, FCBBF30 125460, 
FCBBF301 42290, FCBBF301 69280, FEBRA20031000, NT2NE20026510, NT2RP70031 340, PLACE50001390, 
20 SPLEN20135030, TESTI20046890, TESTI20060350, TESTI20 166290, TESTI20259110, THYMU20184560 

[0258] The 18 clones shown above are clones which were predicted to highly possibly belong to the category of 
transcription-related protein based on the result of domain search by Pfam. 

ADRGL20047770, ADRGL20079060, BRACE200 14450. BRACE20051600, BRAWH20 185260, CTONG20033750, 
CTONG20070090, GTONG201 90290, FCBBF20020440, FCBBF30005360, FCBBF301 73960, FEBRA20031000, 
25 KiDNE20087880, LIVER20013890, MES AN 20030350, IVIES AN20030370, OCBBF20113110, PLACE60074820, 
PLACE60093380, PROST20028970, PROST20102190. SALGL1 0001 070. SPLEN20006950, SPLEN20011350, 
SPLEN20050090, TESTI20060830, TESTI200661 50, TESTI201 20900, TESTI201 3231 0, TESTI201 48380, 
TESTI201 62980, TESTI201 66290, TESTi20205100, THYMU201 12590, TRACH20029880 

[0259] The 35 clones shown above are clones which were predicted to highly possibly belong to the category of 
30 enzyme and/or metabolism-related protein based on the result of domain search by Pfam. 

PLACE60054820, TESTI201 97030 

[0260] The two clones shown above are clones which were predicted to highly possibly belong to the category of 
cell division and/or ceil proliferation-related protein based on the result of domain search by Ram. 
ASTRO20006530, OCBBF2001 6390. TRACH20058000 
35 [0261] The three clones shown above are clones which were predicted to highly possibly belong to the category of 
cytoskeieton-related protein based on the result of domain search by Pfam. 
BRACE20065470, PLACE60064820 

[0262] The two clones shown above are clones which were predicted to highly possibly belong to the category of 
nuclear protein and/or RNA synthesis-related protein based on the result of domain search by Pfam. 
40 ASTRO20010290, BRACE20099070, BRAWH20014590, CTONG20007660, DFNES20076340, DFNES20094820. 
FCBBF301 25460, FCBBF301 42290, FCBBF30 169280, FEBRA20031000, IVIESAN20034440, NT2NE2002651 0, 
NT2RP70031340, P LAC E5 0001 390, SPLEN201 35030. TESTI20046890, TESTI20060350, TESTI201 66290, 
TESTI20259110, THYMU 20 104480, THYMU201 84550 

[0263] The 21 clones shown above are clones which were predicted to highly possibly belong to the category of 
45 DNA-blnding and/or RNA-binding protein based on the result of domain search by Pfam. 
KIDNE201 33880, MESAN20030350, MESAN20030370, TESTI20059480 

[0264] The four clones shown above are clones which were predicted to highly possibly belong to the category of 
ATP-binding and/or GTP-binding protein based on the result of domain search by Ram. 

[0265] The 205 clones shown below are clones which were unassignable to any of the above-mentioned categories, 
so but have been predicted to have some functions based on homology search for their full-length nucleotide sequences 

and motif search in their deduced ORFs. Clone Name, Definition in the result of homology search or Motif Name in 

the motif search, demarcated by a double slash mark (//), are shown below. 

ADRGL20022600//DIAPHANOUS PROTEIN HOMOLOG 1 (P140MDIA). 

ADRGL20023920//ABC1 PROTEIN HOMOLOG PRECURSOR. 
S5 ASTRO20001910//Rattus norvegicus mRNAfor annexin V-blnding protein (ABP-10), partial cds. 

ASTRO20009140//PUTATIVE COMPETENCE-DAMAGE PROTEIN. 

ASTRO20046280//PSU1 PROTEIN. 

ASTRO20058960//DNA damage inducible protein homolog - fission yeast (Schizosaccharomyces pombe) 
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BNGH420024870//C2 domain// C2 domain// C2 domain 

BRACE20007330//RING CANAL PROTEIN (KELCH PROTEIN). 

BRACE20052430//Homo sapiens AMSH mRNA, complete cds. 

BRACE20054600//Xenopus laevis mRNA for Kielln, complete cds. 
5 BRAGE20059810//TSC-22/dip/bun family 

BRACE20063540//MEROZOITE SURFACE PROTEIN CMZ-8 (FRAGMENT). 

BRACE20079200//Xenopus laevis mRNA for Kielin, complete cds. 

BRAMY20016780//Proprotein convertase P-domain 

BRAMY20023640//UBX domain 
10 BRAMY20045420//Domain found in Dishevelled, Egl-1 0, and Pleckstrin 

BRAMY20056840//UBE-1 c2 

BRAIVIY20063760//Homo sapiens HRIHFB2007 mRNA, partial cds. 
BRAMY20102900//Homo sapiens RU1 (RU1) mRNA, complete cds. 
BRAMY20158560//CALMODULIN. 
IS BRAMY20223010//MUS musculus leucine-rlch giioma-inactivated 1 protein precursor, (Lgll) mRNA, complete cds. 
BRAMY20238630//TETRATRICOPEPTiDE REPEAT PROTEIN 4. 
BRAMY20245760//Araneus diadematus fibroln-4 mRNA, partial cds. 
BRAWH20047790//HMG (high mobility group) box 

BRSSN2000561 0/ZMus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, complete 
20 cds. 

BRSSN20006660//Bacterial type II secretion system protein 

BRSSN20093890//Homo sapiens mRNA for Kelch motif containing protein, complete cds. 
CTONG20041150//Streptomyces ansochromogenes strain 7100 SanE (sanE) gene, complete cds. 
CTONG20066110//Homo sapiens DEME-6 mRNA, partial cds. 
25 CTONG20069420//Ribosomal protein S14p/S29e 
CTONG2007I040//BETA CRYSTALLIN B2 (BP). 
CTONG20074170//DENN (AEX-3) domain 
CTONG20083430//Nuciear transition protein 2 

CTONG20170940//iy/IYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN). 
30 CTONG201 74290//TRICHOHYALIN. 

CTONG20174580//Homo sapiens mRNA for vascular Rab-GAP/TBC-containing protein complete cds. 

CTONG20180690//Collagen triple helix repeat (20 copies) 

CTONG20186550//cca3 protein - rat 

CTONG20188080//TPR Domain 
35 FCBBF10004760//Homo sapiens GAP-like protein (N61) mRNA, complete cds. 

FCBBF20033360//RING CANAL PROTEIN (KELCH PROTEIN), 

FCBBF20041380//SAM domain (Sterile alpha motif) 

FCBBF20043730//UBA domain 

FCBBF20056580//MUS musculus NSD1 protein mRNA, complete cds. 

40 FCBBF20059660//TPR Domain 

FCBBF30019180//SERINEITHREONINE PROTEIN PHOSPHATASE 2A, 65 KDA REGULATORY SUBUNIT A, AL- 
PHA ISOFORM (PP2A, SUBUNIT A, PR65-ALPHA ISOFORM) (PP2A, SUBUNIT A. R1-ALPHA ISOFORI^). 
FCBBF30026580//Homo sapiens retinobiastoma-associated protein RAP140 mRNA, complete cds. 
FCBBF30035570//C2 domain 

45 FCBBF30079770//D-isomer specific 2-hydroxyacid dehydrogenases 

FCBBF301 001 20//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, complete 
cds. 

FCBBF30100410//MUS musculus testis-specific Y-encoded-like protein (Tspyll) mRNA, complete cds. 

FCBBF30118890//Drosophila melanogaster La related protein (larp) mRNA, partial cds. 
so FCBBF30138000//trg protein - rat 

FGBBF30157270//Rattus norveglcus PAPIN mRNA, complete cds. 

FCBBF30161780//gag gene protein p24 (core nucleocapsid protein)// Zinc knuckle 

FCBBF30198670//dof protein - fruit fly (Drosophila melanogaster) 

FCBBF30222910//MUS musculus Rap2 interacting protein 8 (RPIPB) mRNA, complete cds. 
55 FCBBF30256680//Rattus norvegicus brain specific cortactin-binding protein CBP90 mRNA, partial cds. 

FCBBF30260210//Drosophila melanogaster KISMET-L long isofomi (kis) mRNA, complete cds. 

FCBBF30282020//cca3 protein - rat 

FCBBF40000610//late gestation lung 2 protein [Rattus norvegicus]. 
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FEBRA20029620//Leucine Rich Repeat// Leucine Rich Repeat// Leucine Rich Repeat 

FEBRA20031150//Homo sapiens HSKM-B (HSKM-B) mRNA, complete cds. 

FEBRA20038330//Corticotrop[n-reIeaslng factor family 

FEBRA20038970//Homo sapiens mRNA for stabilln-1 (stab1 gene). 
5 FEBRA2008861 0//CELLULAR RETINALDEHYDE-BINDING PROTEIN (CRALBP). 

FEBRA20150420//HYPOTHETICAL 131 .5 KDA PROTEIN C02F12.7 IN CHROMOSOME X. 

FEBRA20175330//D-lsomer specific 2-hydroxyacid dehydrogenases 

HEART10001420//MUS musculus skm-B0P1 (Bop) mRNA, complete cds. 

HLUNG20024050//Rubredoxln 
10 HLUNG20030420//MUS musculus mRNA for MAIL, complete cds. 

HLUNG20030490//Ambystoma tigrinum RPE65 protein mRNA, complete cds. 

HLUNG20033060//Homo sapiens GAP-like protein {N61) mRNA, complete cds. 

HLUNG20041590//ubiquitous tetratricopeptide containing protein RoXaN [Homo sapiens]. 

HLUNG20045340//MOB2 PROTEIN (MPS1 BINDER 2). 
15 HLUNG20051330//FHIPEP family 

HLUNG20070410//Dlhydropyridlne sensitive L-type calcium channel (Beta subunit) 

HLUNG20072100//Gallus gallus Dach2 protein (Dach2) mRNA, complete cds. 

HLUNG20083480//Chicken mRNA for TSC-22 variant, complete cds, clone SLFEST52. 

KIDNE20027980//SAM domain (Sterile alpha motif) 
20 KIDNE20084730//Homo sapiens FH1/FH2 domain-containing protein FHOS (FHOS) mRNA, complete cds, 

KIDNE20149780//NG28 [Mus musculus] 

KIDNE20154330//Rattus norvegicus mRNA for mufti PDZ domain protein. 

KIDNE20170400//Leucine Rich Repeat// Leucine Rich Repeat// Leucine Rich Repeat// Protein kinase C temiinal do- 
main// Rubredoxin 

25 KIDNE20189890//Homo sapiens mRNA for KARP-1 -binding protein 2 (KAB2), complete cds. 

LIVER20010760//Homo sapiens G-type lectin-IIke receptor-1 mRNA, complete cds. 

LIVER20040740//RETINAL-BINDING PROTEIN (RALBP), 

MESAN20009090//Homo sapiens CEGP1 protein (CEGP1). mRNA 

MESAN20026870//PAN domain// TBC domain 
30 M ESAN200901 90//CEGP1 protein [Homo sapiens]. 

NT2NE20059680//Homo sapiens integrin cytoplasmic domain associated protein (lcap-1a) mRNA, complete cds. 

NT2NE20077270//Adenovirus EB1 55K protein / large t-antigen 

NT2NE20087850//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT). 
NT2NE20095230//Homo sapiens HSKM-B (HSKM-B) mRNA, complete cds. 
35 NT2NE20108420//KES1 PROTEIN. 

NT2NE20173970//Rattus norvegicus beta-catenin binding protein mRNA, complete cds. 
NT2NE20177210//Leishmania major partial ppgl gene for proteophosphoglycan. 
NT2RP7001 2830//CALPHOTIN. 

NT2RP70035110//Caenorhabditis elegans UNC-89 (unc-89) gene, complete cds. 
40 NTONG20002230//MUS musculus RW1 protein mRNA, complete cds. 

NTONG20005310//Ribosomal protein S9/S16 

NTONG20029850//CALCYPHOSINE (R2D5 ANTIGEN). 

NTONG20035150//RING CANAL PROTEIN (KELCH PROTEIN). 

NTONG20058220//Homo sapiens phosphoprotein pp75 mRNA, partial cds. 
45 OCBBF20005220//Rattus norvegicus Fos-related antigen mRNA, complete cds. 

OCBBF20011860//MUS musculus epithelial protein lost In neoplasm-a (Epiin) mRNA, complete cds. 

OGBBF20016810//enhancer of poiycomb [Mus musculus] 

OCBBF20147070//DNA polymerase (viral) C-temiinal domain 

OCBBF20160380//tlver stage antigen LSA-1 - Plasmodium falciparum 
50 OCBBF20177910//Corticotropin-releasing factor family 

PEBLM20005020//Virion host shutoff protein 

PI_ACE60055460//Homo sapiens leucine-zipper protein FKSG13 (FKSG13) mRNA, complete cds. 
PLACE60068710//SUPPRESSOR PROTEIN SRP40. 
PLACE60080360//mucin [Homo sapiens] 
55 PLACE60082850//Pathogenesis-reiated protein Bet v i family 

PLACE60098350//Human hepatocellular carcinoma associated protein (JCL-1) mRNA, complete cds. 
PLACE60106680//Homo sapiens mRNA for TU12B1-TY, complete cds. 
PLACE6011 9700//Homo sapiens mRNA for ABP32, complete cds. 
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PLACE60120280//SER/THR-RICH PROTEIN T10 IN DGCR REGION. 

PLACE60132200//TRICHOHYAUN. 

PLACE601 81 870//Pentaxin family 

PROST20084470//Plasmodium berghel strain NYU2 merozolte surface protein-1 mRNA, partial cds. 
s PROST20087240//gag gene protein p24 (core nucleocapsid protein) 
PROST20122490//Gallus gallus syndesmos mRNA, complete cds. 
PROST20130320//S-100/ICaBP type calcium binding domain 
PROST20152870//Homo sapiens APC2 gene, exon 14. 

PUAEN10001640//MUS musculus cerebellar postnatal development protein-1 (Cpdl) mRNA, partial cds. 
^0 PUAEN20000800//Bleomycin resistance protein 

SMINT20012220//Collagen triple helix repeat (20 copies) 

SMINT20035510//Drosophlla melanogaster La related protein (larp) mRNA, partial cds. 
SMINT20036440//Drosophila melanogaster epsin-like protein mRNA, complete cds. 
SMINT20038660//Homo sapiens HNOEL-lso (HNOEL-lso) mRNA. complete cds. 
IS SMINT20043390//Ras association (RalGDS/AF-6) domain 
SMINT20048720//Cytochrome P450// Cytochrome P450 

SMINT20052130//Rattus norveglcus mRNA for gankyrin homologue, complete cds. 

SMINT20054050//ABC1 PROTEIN HOMOLOG PRECURSOR. 

SPLEN20024770//Rattus norvegicus (rsec6) mRNA, complete cds. 
20 SPLEN20040780//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR1B) (SPR1 B). 

SPLEN20041810//BC'2 protein [Homo sapiens] 

SPLEN20100040//258.1 KDA PROTEIN C210RF6 (KIAA0933). 

SPLEN20104150//Rlbosomal protein L36 

SPLEN2011 6720//Homo sapiens misato mRNA, partial cds. 
25 SPLEN20176130//Homo sapiens mRNA for ALEX1 , complete cds. 

SPLEN20181670//TRICHOHYALIN. 

TEST12000431 O/jTRICHOHYALIN. 

TESTI20016970//rPR Domain 

TESTI20030440//rRICHOHYALIN. 
30 TESTI200431 80//mouse mRNA for megakaryocyte potentiating factor, complete cds. 

TESTI20043910//IQ calmodulin-binding motif// IQ calmodulln-blnding motif// IQ calmodulin-binding motif// 10 calmod- 

ulin-blnding motif// IQ caimodulin-binding motif 

TESTI20044900//Strongylocentrotus purpuratus radial spokehead mRNA, complete cds. 
TESTI200461 1 0//Extracellular link domain 
35 TESTI20047930//Homo sapiens NY-REN-2 antigen mRNA, complete cds. 
TESTI20049410//Proprotein convertase P-domain 
TESTI20053960//IQ calmodulin-binding motif 

TEST120054700//Streptococcus pneumoniae strain g375 surface protein PspC (pspC) gene, pspC-8.1 allele, complete 
cds, 

40 TESTI20055880//Senjm amyloid A protein 

TESTI20056030//Homo sapiens 88-kDa Golgi protein (GM88) mRNA, complete cds. 
TESTI20061090//Keratin, high sulfur B2 protein 

TESTI20064370//TPR Domain// TPR Domain// TPR Domain// TPR Domain// Synaptobrevin 
TESTI20084250//OXYSTEROL-BINDING PROTEIN. 
<5 TESTI200921 70//ENV polyprotein (coat polyprotein) 
TESTI20116050/AJBX domain 

TESTI201 20500//Kelch motif// Kelch motif 

TESTI20126280//MUS musculus STAP mRNA for sperm tail associated protein, complete cds. 

TESTI20144390//TESTIS-SPECIFIC PROTEIN PBS13. 
50 TESTI201 65990//Ribosomal protein L36 

TESTI20169500//HYPOTHETICAL 51.9 KDA PROTEIN C27F1,04C IN CHROIVIOSOIVIE I. 

TESTI20170280//Flagellar L-ring protein 

TESTI20176460//thioredoxin interacting factor [Mus musculus]. 

TESTI20179230//Dihydropyridlne sensitive L-type calcium channel (Beta subunit) 
55 TESTI201 80600//Homo sapiens HOM-TES-85 tumor antigen mRNA, complete cds, 

TESTI20209050//HYPOTHETICAL 113.1 KDA PROTEIN IN PRE5-FET4 INTERGENIC REGION. 

TESTI20210570//RETINAL-BINDING PROTEIN (RALBP). 

TESTI20215310//Homo sapiens calcyclin binding protein mRNA, complete cds. 
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TEST!20247440//Human BLu protein testis isofomn (BLu) mRNA, complete cds. 
TESTI20249360//Homo sapiens DEME-6 mRNA, partial cds. 
TESTI20250220//TRICHOHYALIN. 

TESTI20251440//Rattus norveglcus (rsec6) mRNA, complete cds. 
5 TESTI20255460//MUS musculus mRNA for MIWI (piwi). complete cds. 
THYMU20009500//TPR Domain 

THYMU20010180//MOB1 PROTEIN (MPS1 BINDER 1). 

THYMU20013810//Human SEC7 homolog Tic (TIC) mRNA, complete cds. 

THYMU20018250//rPR Domain 
10 THYMU20026950//MUS musculus ROSA 26 transcription AS ROSA26AS mRNA, complete cds. 

THYMU20028410//MUS musculus Pax transcription activation domain interacting protein PTIP mRNA, complete cds. 

THYMU20030460//Homo sapiens tumor endothelial marker 7 precursor (TEM7) mRNA, complete cds. 

THYMU20031330//Homo sapiens putative nucleotide binding protein mRNA, complete cds. 

THYMU20052460//PHORBOLIN I (FRAGMENTS). 
15 THYMU20055450//Zona pellucida-like domain 

THYMU20083830//Homo sapiens angiostatin binding protein 1 mRNA, complete cds. 

THYMU20139160//Uncharacterlzed protein family UPF0031 

THYMU20151610//Homo sapiens antigen NY-CO-1 (NY-CO-1) mRNA, complete cds. 
TRACH20093400//TRICHOHYALIN. 
20 TRACH201 0451 0/AJncharacterized protein family UPF0005 
TRACH20122980//HYPOTHETICAL PROTEIN MJ0798. 
TRACH20139280//PX domain 

TRACH20164820//D-isomer specific 2-hydroxyacid dehydrogenases 

TRACH20165540//Human alpha-1 type I collagen gene surrounding osteogenesis imperfecta Ol type II deletion. 
25 UTERU20051790//guanylate kinase-lnteracting protein 1 Maguln-1, membrane-associated - rat 
UTERU20083020//Domaln of unknown function DUF71 
UTERU20121140//Rhodanese-like domain 

UTERU201 28560/1 26.4 KDA PROTEIN IN RUVC-ASPS INTERGENIC REGION. 
UTERU20132620//AXONEME-ASSOCIATED PROTEIN MST101(2). 
30 ■ UTERU20134830//pellino (Drosophila) homolog 2 [Homo sapiens] 
UTERU20181270//Zinc knuckle 

[0266] With respect to the remaining 613 clones, there are so far no information available for estimating their func- 
tions. However, there is the possibility that the functions of these clones will be revealed In future. Their Clone Names 

are indicated below. 

35 ADRGL20027530, ADRGL20040310, ADRGL20040770, ADRGL20046760, ADRGL20047080, ADRGL20057560. 
ADRGL20067320, AD RGI_20 095330, ASTRO20003720, ASTRO20004820, ASTRO200 12270, ASTRO20020350, 
ASTRO20022020, ASTRO20027330, ASTRO2004751 0, ASTRO20069200, ASTRO20076660, ASTRO20091770, 
ASTRO20141740, BNGH41 0000570. BNGH420014060, BNGH420040760, BNGH420042910, BNGH420045380, 
BNGH420061350, BNGH420062340, BNGH420085100, BRACE20009050, B R AC E200 17790, BRACE20018810, 

40 BRACE20025820, BRACE20038920, BRACE20054480, BRACE20057870, BRACE20059110, BRACE20062580, 
BRACE20069440, BRACE20098860, BRACE20 196960, BRACE20200970, BRACE20205840, BRACE20207420, 
BRACE20212450, BRACE20216700, B R AC E202 19360, BRAMY1 0000980, BRAMY20000210, BRAMY20000250, 
BRAMY20020440, BRAI\/IY20021580, BRAMY20023390, BRAMY20036530, BRAMY2003681 0, BRAMY20039290, 
BRAMY20043520, BRAMY20050640, BRAMY20052440, BRAMY20073080, BRAI\/IY20074110, BRAMY20074860, 

45 BRAMY20076130, BRAMY20076530, BRAMY20095080, BRAMY20095570, BRAMY201 00680, BRAMY201 07980, 
BRAMY20120170, B RAM Y201 24970, BRAMY20125170, BRAMY20 126910, BRAMY201 39750, BRAMY201 55500, 
BRAMY201 59250, BRAMY201 60020, B RAM Y20 173480, BRAMY20219620, BRAMY20225250, BRAMY20227230. 
BRAMY20227960, BRAMY20243120, BRAMY20246350, BRAMY20267780, BRAMY20269040, BRAMY20271140, 
BRAMY20287400, BRAWH20020600, BRAWH20026490, BRAWH20027250, BRAWH20055240, BRAWH20055780, 

50 BRAWH20058120, BRAWH20078080, BRAWH20082550, BRAWH20 173790, BRAWH201 75230, BRAWH20 175340, 
BRAWH201 82670, BRAWH20186010, BRC0C1 0000400, BRHIP20003590, BRH1P20005060, BRSSN20092440, 
CT0NG1 0000090, CTONG20000340, CTONG20002790, CTONG20008460, CTONG200 15240, CTONG20020660, 
CTONG20027660, CTONG20031150. CTONG20031890, CTONG20 033500, CTONG20035240. CTONG20036800, 
CTONG20039370, CTONG20050490, CTONG20065670, CTONG20057750, CTONG20057950, CTONG20061290, 

55 CTONG20062730, CTONG20065240, CTONG20073990, CTONG20074740, CTONG20076230, CTONG20081 840, 
CTONG201 33720. CTONG201 65590, CTONG201 66580, CTONG201 68460, CTONG201 69530, CTONG201 74440, 
CTONG201 79390, CTONG201 79980, CTONG201 80620, CTONG20181350, CTONG20 184130, CTONG20186140, 
CTONG201 90630, DFNES20032650. DFNES20088810, FCBBF1 0002200. FCBBF20021110, FCBBF20028980, 
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FCBBF20038230, FCBBF20038950, FCBBF20061310, FCBBF20070800, FCBBF30000010, FCBBF30001020, 
FCBBF30001160, FCBBF30002330, FCBBF30004730, FCBBF30005180, FCBBF300 19240, FCBBF30056980, 
FCBBF30063990. FCBBF3006821 0. FCBBF30072480. FCBBF30074530, FCBBF30074620, FCBBF30081000. 
FCBBF30088700, FCBBF30089380, FCBBF30091010, FCBBF30099490, FCBBF30101240, FCBBF30101300, 

5 FCBBF301 05080. FCBBF301 06950, FCBBF30 107330, FCBBF30114180, FCBBF301 15230, FCBBF30 128420, 
FCBBF301 30580, FCBBF30151190, FCBBF301 70710, FCBBF30179180, FCBBF30181730, FCBBF301 94370, 
FCBBF301 95700, FCBBF40001920, FCBBF40005000, FCBBF5000041 0, FEBRA20035200, FEBRA20039070, 
FEBRA20040260, FEBRA20040290, FEBRA20076200, FEBRA20078180, FEBRA20082660, FEBRA20083410, 
FEBRA20086600, FEBRA20091620, FEBRA20093270, FEBRA20093280, FEBRA20095410, FEBRA20098040, 

10 FEBRA20101410, FEBRA20 108020, FEBRA201 08580, FEBRA20121200, FEBRA20 163980, FEBRA201 76020, 
FEBRA201 80510. FEBRA201 87460. HHDPC20082970, HLUNG20009260, HLUNG20009550. HLUNG20010130, 
HLUNG20011440. HLUNG20012140, HLUNG20020500, HLUNG20021450, HLUNG20023030, HLUNG20025620, 
HLUNG20029420. HLUNG20030610, HLUNG20031620, HLUNG2003331 0, HLUNG20037140, HLUNG20037780, 
HLUNG20038330, HLUNG20047070. HLUNG20055240, HLUNG20056560, HLUNG20057380, HLUNG20059240, 

15 HLUNG20065700. HLUNG20067810, HLUNG20072190, HLUNG20072450, HLUNG20079310. HLUNG20083840, 
HLUNG20083960, HLUNG20093030. HLUNG20094130, KIDNE20011600, KIDNE20024380, KIDNE20086970, 
KIDNE20091090, KIDNE20094260, KIDNE20095530. KIDNE201 37310, KIDNE201 38450, KIDNE20141120, 
KIDNE201 42680, KIDNE201 54830, K I DNE20 155980, KIDNE20157100, KIDNE20 176030, KIDNE20181670, 
KIDNE20191870, LIVER20007690, UVER20032340, MESAN20008940, MESAN20021860, MESAN20029780, 

20 MESAN20030390, MESAN20041380, MESAN20045750, MESAN20060220, MESAN20085360, MESAN20089260, 
MESAN20094180, NESOP20005040, NT2NE20028700, NT2NE20033150, NT2NE20045190, NT2NE20047870, 
NT2NE20062880, NT2NE20066590, NT2NE20070520, NT2NE20073650, NT2NE20077860, NT2NE20086070, 
NT2NE20088030, NT2NE201 04000, NT2NE201 07810, NT2NE201 12210, NT2NE20114850, NT2NE201 23610, 
NT2NE201 24570, NT2NE201 26030. NT2NE20 140280, NT2NE20 148690, NT2NE201 49500, NT2NE201 50610, 

25 NT2NE20157120, NT2NE20 165190, NT2NE20181760, NT2NE201 84720, NT2RP70022820, NT2RP70049610, 
NT2RP70056290, NT2RP70074800, NT2RP70080160, NT2RP70084640. NTONG2001 7620. NTONG20049180. 
OCBBF20001780, OCBBF20009820, OCBBF201 09450, OCBBF201 12320, OCBBF201 16360, OCBBF201 17220, 
OCBBF201 19810, OCBBF20 142290. OCBBF201 52330, GCBBF20 188280, PLACE60001910, PLACE60011180, 
PI-ACE60017120, PLACE60065350, PLACE60062870. PLACE60063940, PLACE60069880, PLACE60072390, 

30 PLAGE60072420. PLAGE60077870, PLACE60081260, PLACE60088240, PLAGE60092280, PLACE60092370, 
PLACE60095240, PLACE601 09910, PLACE601 32320, P LAC E60 132880, PLAGE601 55910, PLACE601 57310, 
PLACE60162100. PLACE60 175640, PLACE601 77910, PR0ST1 0001 360, PROST1 00021 50, PROST20011800, 
PROST20014140, PROST20014650. PROST20015400, PROST20022120, PROST20036280, PROST20041460, 
PROST20042700, PROST20047440, PROST20048770, PROST20052720, PROST20054660, PROST20060200, 

35 PROST20078710. PROST20093470, PROST20094000, PROST20097310. PROST20097360, PROST201 02500, 
PROST201 03820, PROST20121570, PROST20 124000, PROST20 125420, PROST20 138730, PROST201 56360, 
PROST201 59320, SKMUS20026340. SKMUS20064810, SKNSH1 0001 010, SKNSH20007160, SKNSH20040390. 
SKNSH20068220. SMINT20011830, SMINT20013970, SMINT20014610, SMINT20017310, SMINT20021260, 
SMINT20023110, SM1NT20031280, SMINT20045830, SMINT20045890. SMINT20047290, SMINT20056240, 

40 SMINT20067080, SMINT20070620. SMINT20077920, SM1NT2008491 0, SMINT20086310, SMINT20085450, 
SMINT20089220, SMINT20092120, SMINT20093630. SMINT20094150, SPLEN20005160, SPLEN20005370, 
SPLEN20012450. SPLEN20015030, SPLEN20016500. SPLEN20019120. SPLEN20020530, SPLEN20023430, 
SPLEN20024510, SPLEN20029170, SPLEN20036780. SPLEN20043430. SPLEN20043460, SPLEN20045550. 
SPLEN20051420, SPLEN20062830, SPLEN20067010. SPLEN20076190, SPLEN20081640, SPLEN20087370, 

45 SPLEN20087860. SPLEN20 108460. SPLEN201 10210, SPLEN20111450, SPLEN20114190, SPLEN201 17580. 
SPLEN20126110, SPLEN201 37530, SPLEN201 92570, SPLEN201 93750, SPLEN201 97090, SPLEN201 97740, 
SPLEN20199850. SPLEN20200070, SPLEN20200340, SPLEN20203590, SPLEN20205120, TES0P1 0001 600, 
TEST1 1 0000850, TESTI20005980, TESTI2001 2360, TESTI2001 9590, TESTI 20028020, TESTI2003061 0, 
TESTI20034750, TESTI20036330, TESTI20040850. TESTI20045740, TESTI20049990, TESTI200501 70, 

50 TESTI20052670. TESTI20053800, TESTI20059330, TESTI20059370, TESTI20059790, TESTI20060150, 
TEST120060450, TEST(200621 80, TESTI20062580, TESTI20064990, TESTI20066170, TESTI20066280, 
TESTI20066590, TESTI20067350. TESTI20068940. TESTI20076920, TESTI20079060, TESTI20080460, 
TESTI20083890, TEST 120085670, TESTI20089290. TESTI200901 80. TESTI20090970. TESTI20091360, 
TESTI20093900, TESTI20094620, TESTI20097270. TESTI201 07340, TESTI201 1 3 1 50, TESTI201 1 7500. 

55 TESTI201 18460, TESTI201 22440, TESTI 20 124440, TESTI201 25440. TESTI201 32680, TESTI20 134010, 
TESTI201 34270, TESTI201 42480, TESTI201 51 050, TESTI201 52490, TESTI201 69380, TESTI201 61010, 
TESTI201 65680, TESTI201 67580, TESTI201 70690. TESTI201 70890. TESTI201 731 1 0. TESTI201 7951 0. 
TESTI201 8221 0, TESTI201 84280. TESTI201 84820, TESTI201 92570, TESTI201 93620. TESTI201 97290, 
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TESTI201 98600, TESTI201 99980, TESTI202001 20, TESTI20200840, TESTI202051 50, TESTI2021 1 380, 
TESTI2021 9390, TESTI20221 790, TESTI20223380, TESTI20248850, TESTI20254090, TESTI20264480, 
TESTI20259200, TESTI202601 40, TESTI202651 60, TESTI20265340. TESTI20265890, TESTI20269260, 
TEST120269360, TESTI20272380, TEST120277300, TESTI20287760, THYMU20007750, THYMU20008000, 

5 THYMU20009460, THYMU20009710, THYMU20010710, THYMU20012560, THYMU200 14430, THYMU2001 8390, 
THYMU20019000, THYMU20020370, THYMU20021540, THYMU20029830, THYMU20036500, THYMU20043440, 
THYMU20043560, THYMU20044100. THYMU20044520, THYMU20061340, THYMU20058550, THYMU20060480, 
THYMU20062520, THYMU20064680. THYMU20069130. THYMU20069460. THYMU20069650, THYMU20071460, 
THYMU20072580, THYMU20073070, THYMU20073080, THYMU20078020, THYMU20080490, THYMU20083500, 

10 THYMU20084520, THY MU2008 6430, THYMU20089170, THYMU20089900, THYMU20091 040, THYMU201 12570, 
THYMU201 15730, THYMU201 17850, THYMU201 28910, THYMU201 29020, THYMU201 30470, THYMU201 34260, 
THYMU201 40510, THYMU201 48010, THYMU201 49230, THYMU201 57620, THYMU20 174490, THYMU201 74790, 
THYMU201 75260, THYMU20 177070. THYMU20181890, THYMU201 87210, TKIDN1 0001 710, TRACH2001 2490, 
TRACH20021000, TRACH20026370, TRACH20026640, TRACH20041090, TRACH20044990. TRACH20049500, 

15 TRACH20051590, TRACH20057200, TRACH20080810, TRACH20093480, TRACH20101590, TRACH201 23870, 
TRACH201 24970, TR AC H20 125620, TRACH20129180, TRACH20140180, TRACH201 58240, TRACH201 60800, 
TRACH201 74980, TRACH20 182780, TRACH20185120, UTERU1 0001 870, UTERU20000230, UTERU20011760, 
UTERU20013890, UTERU20027360, UTERU20029930. UTERU20031 350, UTERU20040370, UTERU20040390, 
UTERU20040730, UTERU20041970, UTERU20065470, UTERU20079240, UTERU20090940, UTERU20091470, 

20 UTERU201 02260, UTERU201 03040, UTERU201 06510, UTERU201 4001 0, UTERU201 67570, UTERU20 173030, 
UTERU201 76230 

EXAMPLE 7 

Expression frequency analysis in silico 

[0267] The cDNA libraries derived from various tissues and cells as Indicated In Example 1 were prepared, and 
cDNA clones were selected from each library at random. The 5'-end sequences were determined and the database 
was constructed based on the data. The database was constructed based on the nucleotide sequences of 770,546 

30 clones, and thus the population of the database is large enough for the analysis. 

[0268] Then, clones having a homologous sequence are categorized into a single cluster (clustering) by searching 
the nucleotide sequences of respective clones In this database with the program of nucleotide sequence homology 
search; the number of clones belonging to each cluster was detennlned and nomialized for every library; thus, the 
ratio of a certain gene in each cDNA library was detemiined. This analysis gave the information of the expression 

35 frequency of genes in tissues and cells which were sources of the cDNA libraries. 

[0269] Then, in order to analyze the expression of a gene containing the nucleotide sequence of the cDNA of the 
present invention in tissues and cells, the library derived from a tissue or a cell used in the large-scale cDNA analysis 
was subjected to the comparison of the expression levels between tissues or cells. Namely, the expression frequency 
was analyzed by comparing the previously nomnalized values between tissues and/or cells for which the nucleotide 

40 sequences of 600 or more cDNA clones had been analyzed. By this analysis, some of the genes were revealed to be 
Involved in the pathology and functions indicated below. Each value in Tables 3 to 39 shown below represents a relative 
expression frequency; the higher the value, the higher the expression level. 

Osteoporosis-related genes 

45 

[0270] Osteoporosis Is a pathology In which bones are easily broken owing to overall decrease In components of 
bone. The onset involves the balance between the functions of osteoblast producing bone and osteoclast absortDing 
bone, namely bone metabolism. Thus, the genes involved in the increase of osteoclasts differentiating from precursor 
cells of monocyte/macrophage line (Molecular Medicine 38. 642-648. (2001)) are genes involved in osteoporosis rel- 

so evant to bone metabolism. 

[0271] A nucleotide sequence information -based analysis was carried out to identify the genes whose expression 
frequencies are higher or lower in CD34+ cell (cell expressing a glycoprotein CD34) treated with the osteoclast differ- 
entiation factor (Molecular Medicine 38. 642-648. (2001)) than in the untreated 0034+ cell, which is the precursor cell 
of monocyte/macrophage line. The result of comparative analysis for the frequency between the two cDNA libraries 

55 prepared from the RNA of CD34-I- cells (CD34C) and from the RNA of CD34+ cells treated with the osteoclast differ- 
entiation factor (D30ST, D60ST or D90ST) showed that the genes whose expression levels were different between the 
two were the following clones (Table 3). 

ASTRO20010290, BRAMY20036530, BRAMY20043630, BRAMY20089770, BRAMY20 190550, CD34C20001750, 
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FCBBF20066340, FEBRA20040290, HLUNG20015180, HLUNG20041590, HLUNG20052300, KIDNE20084040, 
MESAN20021860, MESAN20027240, NTONG20055200, PROST20016760, PUAEN1 0001 640, SMINT20006020, 
SMINT20028840, SMINT20035060, SPLEN20181570, TESTI20064630, TESTI202 10030, THYMU20029830, 
THYMU20139160, TRACH20051590 
5 [0272] These genes are involved in osteoporosis. 

Genes involved in neural cell differentiation 

[0273] Genes Involved in neural cell differentiation are useful for treating neurological diseases. Genes with varying 
10 expression levels in response to induction of cellular differentiation In neural cells are thought to be involved in neuro- 
logical diseases. 

[0274] A survey was performed for genes whose expression levels are varied in response to induction of differenti- 
ation (stimulation by retinoic acid (RA) or growth inhibitor treatment after RA stimulation) In cultured cells of a neural 
strain, NT2. The result of comparative analysis of cDNA libraries derived from undifferentiated NT2 cells (NT2RM) and 
IS the cells subjected to the differentiation treatment (NT2RP, NT2RI or NT2NE) showed that the genes whose expression 
levels were different between the two were the following clones (Table 4). 

ADRGL20023920, ASTR0200091 40, BNGH420 077980, BNGH420086030. BRACE20062580, BRACE20079370, 
BRACE20215410, BRAMY20003540, BRAMY20043630. BRAMY20076130. BRAMY20095080, BRAMY20227860, 
BRAWH20082550, BRHIP1 0001 040, BRSSN20005610, CTONG20027660. CTONG20044230, CTONG20068110. 

20 CTONG20079590, CTONG20084660, CTONG20 133720. CTONG20 165750, CTONG201 88080. FCBBF2002349O, 
FCBBF20033360, FCBBF20059660, FCBBF20070950, FCBBF30004340, FCBBF30095410, FCBBF30 125460, 
FCBBF30179180, FCBBF30236670, FCBBF30257370, FCBBF6000061 0, FCBBF50001650, FEBRA20038330, 
FEBRA20039260, FEBRA20063720, FEBRA20090220, FEBRA201 50420, HEART1 0001 490, HLUNG20032460, 
HLUNG20041590, KIDNE20089870, MESAN20016270, MESAN20021860, MESAN20060430, MESAN20067430, 

25 NT2NE20018740, NT2NE2001 8890, NT2NE20021 860, NT2NE20026200. NT2NE20026510, NT2NE20028700, 
NT2NE20033150, NT2NE20037050, f^2NE20038870, NT2NE20039210, NT2NE20042550, NT2NE20045190, 
NT2NE20047870, NT2NE20053230, NT2NE20063960, NT2NE20069210, NT2NE20059680, NT2NE20060750, 
NT2NE20061030, NT2NE20062880, NT2NE20064780, NT2NE20066590, NT2NE20069580. NT2NE20070520. 
NT2NE20073660, NT2NE20077250. NT2NE20077270, NT2NE20077860. NT2NE20079670, NT2NE20080770, 

30 NT2NE20082130, NT2NE20082600, NT2NE20086070, NT2NE20087270, NT2NE20087850, NT2NE2008803Q, 
NT2NE20092950, NT2NE20095230, NT2NE20 104000, NT2NE201 07810, NT2NE20 108420, NT2NE20111190, 
NT2NE20112210, NT2NE20114850, NT2NE201 17580, NT2NE201 19980, NT2NE201 23610, NT2NE20 124570, 
NT2NE20126030, NT2NE20 127900, NT2NE20140130, NT2NE201 40280, NT2NE20141040, NT2NE201 45250, 
NT2NE201 46510, NT2NE2 01 48690. NT2NE20 149500. NT2NE201 50610, NT2NE20 152620, NT2NE20 153620, 

35 NT2NE20155650. NT2NE20157120. NT2NE20165190. NT2NE20 167660, NT2NE20 173970, NT2NE20 177210, 
NT2NE20181760, NT2NE20181800, NT2NE20 184720, NT2Ri20016240, NT2R 120021 200, NT2R 120033920. 
NT2RI20093010. NT2RP70001120, NT2RP70001730, NT2RP70003110. NT2RP700 12830, NT2RP70022820, 
NT2RP70027790, NT2RP70029780, NT2RP70030840. NT2RP70031070, NT2RP70031340, NT2RP70031480, 
NT2RP70035110, NT2RP70046410. NT2RP70049610, NT2RP70056290, NT2RP 70056690. NT2RP70057500, 

40 NT2RP70064570, NT2RP70074800. rMT2RP 70075300, NT2RP70075800, rMT2RP70080150, NT2RP70084540, 
NT2RP70087140, NT2RP70090870, OCBBF20001780, OCBBF20009820, OCBBF201 42290, OCBBF201 55030, 
OCBBF201 75360, OCBBF20 177540. OCBBF201 77910. PI_ACE60054820, PLACE60061370. P1_AGE60073090. 
PLACE60162100, PROST20011800. PROST20045700, PROST2007871 0, PROST20094000, PUAEN1 0000650. 
PUAEN1 0001 640, SKNMG20006350, SMINT20016160, SMINT20030740, SMINT20035510, SMINT20039050. 

45 SMINT20047290, SPLEN20063250, SPLEN201 17580, SPLEN201 25230, TESTI20030610, TESTI20043910, 
TESTI20066280, TESTI20067480, TESTI201 051 30, TESTI201 061 70, TESTI201 431 80, TESTI20221 790. 
TESTI20254090, TESTI20274960, THYMU 10004280, THYMU20007020, THYMU201 04480, THYMU20139160, 
TRACH20026640, UTERU1 0001 060, UTERU20026620, UTERU20079240, UTERU20083020, UTERU20 102260, 
UTERU201 32620 

50 [0275] These genes are neurological disease-related genes. 

Cancer-related genes 

[0276] It has been assumed that, distinct from nomnal tissues, cancer tissues express a distinct set of genes, and 
55 thus the expression can contribute to the carcinogenesis In tissues and cells. Thus, the genes whose expression 
patterns in cancer tissues are different from those in nomnal tissues are cancer-related genes. Search was carried out 
for the genes whose expression levels In cancer tissues were different from those in nomnal tissues. 
[0277] The result of comparative analysis of cDNA libraries derived from breast tumor (TBAES) and nomial breast 
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(BEAST) showed that the genes whose expression levels were different between the two were the following clones 
(Table 5). 

CTONG20070780, CTONG20084660, HLUNG20046340, TESTI20047370 

[0278] The result of comparative analysis of cDNA libraries derived cervical tumor (TCERX) and norma! cervical duct 
5 (CERVX) showed that the genes whose expression levels were different between the two were the following clones 
(Table 6). 
SMINT20030740 

[0279] The result of comparative analysis of cDNA libraries derived from colon tumor (TCOLN) and normal colon 
(COLON) showed that the genes whose expression levels were different between the two were the following clones 
10 (Table 7). 

UTERU2004037 

[0280] The result of comparative analysis of cDNA libraries derived from esophageal tumor (TESOP) and nomial 
esophagus (NESOP) showed that the genes whose expression levels were different between the two were the following 
clones (Table 8). 

IS HLUNG20015180, NESOP20004520, NESOP20006040, TESOP1 0000350, TES0P1 0001600. THYMU20071120 
[0281] The result of comparative analysis of cDNA libraries derived from kidney tumor (TKIDN) and nomnal kidney 
(KIDNE) showed that the genes whose expression levels were different between the two were the following clones 

(Table 9). 

ASTRO20009140, ASTRO20027330, ASTRO20055930, BGG11 2001 0750, BNGH420074600, BRAG E2005 0870, 

20 BRACE20054480, BRACE20062580, B RAG E2021 9360, BRAMY20003540, BRAMY20003880. BRAMY20043630, 
BRAMY20055760, BRAMY201 25360, BRAMY20 190550, BRAMY20204270, BRAMY20227860, BRAWH20014590, 
BRAWH20093070, BRHIP1 0001 040. CTONG20033750, CTONG20039370, CTONG20045500, CTONG20079590, 
FGBBF20023490, FGBBF30004340, FCBBF301 06950, FCBBF30 115230, FGBBF301 69280, FGBBF30225930, 
FCBBF30282020. FEBRA20038330, FEBRA20039260, FEBRA20040290, FEBRA20082660, FEBRA20121200, 

25 FEBRA201 70240, HEARTI 0001 490, HLUNG20041590, HLUNG20068120, HLUNG20072450, HLUNG20083480, 
HLUNG20083960, KIDNE20011600, KIDNE20016360, KIDNE20024380, KIDNE20027980, KIDNE20080690, 
KIDNE20081170, KIDNE20083150, KIDNE20083620, KIDNE20 084030, KiDNE20084040, KIDNE20084730, 
KIDNE20084800, KIDNE20086490, KIDNE20086660, KIDNE20086970, KIDNE20087880, KIDNE20088240, 
KIDNE20089870, KIDNE20091090, KIDNE20094260, KIDNE20094670, KIDNE20095530, KIDNE20 133460. 

30 KIDNE201 33880, K1DNE20134130. KIDNE201 34890, KIDNE201 37310, K1DNE20 138450. KIDNE201 40870, 
KIDNE201 41120, KIDNE20141700. KIDNE201 42680. KIDNE201 42680, KIDNE201 42900, KIDNE20 143200, 
KIDNE20147170. KIDNE201 48080, KIDNE20 149780, KIDNE201 50730, KIDNE201 62440, KIDNE20 154330, 
KIDNE201 54830, KIDNE201 55980, KIDNE20157100. KIDNE201 60360. K1DNE201 60960, K1DNE201 6371 0, 
KIDNE201 65390, KIDNE201 69180. KIDNE201 70400, KlDiME20173150, KIDNE201 73430, KIDNE201 76030, 

35 KIDNE20181670. KIDNE20 182540, KIDNE20186170, KIDNE201 88630, KIDNE201 89890, KIDNE201 89960. 
KIDNE201 91870, MESAN20038520, MESAN20041380, OGBBF20016390, OGBBF201 42290, OCBBF20 174890, 
PLACE60061370, PLAGE60073090, PLACE60181870, PROST20016760. PUAEN 10000650. SMINT20039050. 
SMINT20089210, SPLEN20017610. SPLEN20024930, SPLEN20057830, SPLEN20063250, SPLEN20126110, 
SPLEN201 35030, SPLEN201 36700, TESTI20070740, TEST120262150, THYMU20009500, THYMU2001 9260, 

40 THYMU201 57620, TK1DN1 0000620, TKIDN1 0001 710. TKIDN1 0001 920. TRAGH20011010, UMVEN10001380 

[0282] The result of comparative analysis of cDNA libraries derived from liver tumor (TLIVE) and nonnal liver (LIVER) 
showed that the genes whose expression levels were different between the two were the following clones (Table 10). 
GTONG20069320, FGBBF30236670, FEBRA20038220, FEBRA20039260, KIDNE20087880, LIVER20006260, 
LI VER20007690, LIVER20007750. LIVER2001 051 0, LIVER2001 0760, LI VER2001 0990. LIVER2001 1 640, 

45 LIVER20013890, LIVER20026440, L1VER20030650, LIVER20032340, LIVER20038000, LIVER20040740, 
LIVER20055270, MESAN20027240, NT2RI20021200, SKMUS20006790, TESTI20035330, THYMU1 0004280, 
THYMU20029830 

[0283] The result of comparative analysis of cDNA libraries derived from lung tumor (TLUNG) and nomial lung 
(HLUNG) showed that the genes whose expression levels were different between the two were the following clones 
50 (Table 11). 

HLUNG20052300, SMINT20035050, HLUNG20041590, PROST200 16760. BRAMY20043630, HLUNG20015180, 
THYMU20139160. HLUNG20020850, HLUNG20032460, BRAMY20204270, BRAMY20001510, BRAMY20227860, 
CTONG20029030, GTONG 20 168460, GTONG201 86290, FEBRA20039260, FEBRA20078800, FEBRA201 63980, 
HCHON20000870. HLUNG20008460, HLUNG20009260, HLUNG20009550, HLUNG20010130, HLUNG20011260, 
55 HLUNG20011440. HLUNG20011460. HLUNG20012140, HLUNG20014590, HLUNG20015070, HLUNG20020500, 
HLUNG20021450, HLUNG20023030. HLUNG20024050. HLUNG20025620. HLUNG20028110, HLUNG20029420, 
HLUNG20029490, HLUNG20030420, HLUNG20030490, HLUNG2003061 0. HLUNG20031620, HLUNG20033060. 
HLUNG20033310, HLUNG20033350, HLUNG20034970, HLUNG200371 40. HLUNG20037160, HLUNG20037780. 
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HLUNG20038330, HLUNG20041540, HLUNG20042730, HLUNG20045340, HLUNG20047070, HLUNG20050760, 
HLUNG20051330, HLUNG20054790, HLUNG20055240. HLUNG20056560. HLUNG20057380, HLUNG20069240, 
HLUNG20060670, HLUNG20063700, HLUNG20065700, HLUNG20066990, HLUNG20067810, HLUNG20068120. 
HLUNG20069350, HLUNG20070410, HLUNG20072100, HLUNG200721 90, HLUNG20072450, HLUNG20074330, 

5 HLUNG20079310. HLUNG20081390, HLUNG20081530, HLUNG20082350, HLUNG20083330, HLUNG20083480, 
HLUNG20083840, HLUNG20083960, HLUNG20084790, HLUNG2008521 0, HLUNG20088750, HLUNG20092530, 
HLUNG20093030, HLUNG20094130, KIDNE20142900, PROST20052850, SKNMC20006350, SPLEN20012450, 
TESTI20057590, TEST120061200, TESTI20067480. TESTI201 16050, THYMU 10004280. THYMU20010180, 
TRACH20011010, UTERU200 16580, UTERU201 27030 

10 [0284] The result of comparative analysis of cDNA libraries derived from ovary tumor (TOVER) and nonnal ovary 
(NOVER) showed the genes whose expression levels were different between the two were the following clones (Table 
12). 

KIDNE20089870, NT2RP70075300, TESTI201 32310 

[0285] The result of comparative analysis of cDNA libraries derived from stomach tumor (TSTOM) and nonnal stom- 
is ach (STOMA) showed that the genes whose expression levels were different between the two were the following clones 
(Table 13). 

BNGH420087430, BRAMY20227860, BRAWH20027250, CTONG201 74440, FEBRA20090220. PUAEN 10000650. 
SMINT20023110, SMINT20030740, SMINT20045890, SPLEN20048800. SPLEN20 139360. TESTI20063410, 
TESTI201 50920, TRACH20026640, UTERU20041 970 
20 [0286] The result of comparative analysis of cDNA libraries derived from uterine tumor (TUTER) and normal uterus 
(UTERU) showed that the genes whose expression levels were different between the two were the following clones 
(Table 14). 

ADRGL^0020290, BRACE20038920, BRAMY20091230, BRAMY20093490, BRAMY20227860, BRHIP20005060, 
CTONG20069320, CTONG20083430, FCBBF30005360, FCBBF30257370, FEBRA20038330, FEBRA20039260. 

25 FEBRA20040260, FEBRA200781 80, FEBRA20087650. HLUNG20016070. HLUNG20016180. MESAN20007110, 
MESAN20067430, MESAN20095800, NT2RP70057500, SKMUS20008730, SKNMC20006350, SMINT20035050, 
SMINT20045890, SPLEN20073880. SPLEN200 76470, SPLEN201 18050, TESTI20030610, TESTI20035330, 
TESTI20057590, TESTI20059080, TESTI20105130. THYIVIU 10004280, THYMU20139160, UTERU1 0001 060. 
UTERU1 0001 870. UTERU20000230, UTERU20000950, UTERU20011760. UTERU20013890. UTERU2001 6580, 

30 UTERU20026620, UTERU20027360. UTERU20029930, UTERU20031350. UTERU20035770, UTERU20040150, 
UTERU20040370, UTERU20040390. UTERU20040730, UTERU20041630, UTERU20041970, UTERU20045200, 
UTERU20051790. UTERU20064120, UTERU20065470, UTERU20079240, UTERU20083020, UTERU20086530, 
UTERU20087070, UTERU20087850, UTERU20089300, UTERU20089390, UTERU20089620, UTERU20090940, 
UTERU20091470, UTERU20094830, UTERU20095100, UTERU20099040, UTERU20099510. UTERU20101150, 

35 UTERU201 02260, UTERU20 103040, UTERU2 01 03200, UTERU201 04310, UTERU201 06510, UTERU20121140, 
UTERU201 22520, UTERU20 125810, UTERU201 27030. UTERU20127150, UTERU201 28560. UTERU20 132620, 
UTERU201 34830, UTERU20 139760, UTERU201 40010, UTERU201 67570, UTERU201 68960, UTERU20 169020, 
UTERU201 73030, UTERU20 176230. UTERU201 77160, UTERU201 81270, UTERU201 85220, UTERU20 188670, 
UTERU201 88840 

40 [0287] The result of comparative analysis of cDN A libraries derived from tongue cancer (CTONG) and nonnal tongue 
(NTONG) showed that the genes whose expression levels were different between the two were the following clones 
(Table 15). 

ADRGL20023920, BRAG E2003 8920, BRACE20050870. BRACE20061620. BRAMY20036530, BRAMY20076130, 
BRAMY20204270. BRAMY20267780, BRCAN20001680, CTONG 10000090, CTONG20000340, CTONG20002790. 

45 CTONG20004120, CTONG20004520, CTONG20007660, CTONG20008190, CTONG20008460, CTONG2001 5240, 
CTONG20017490, CTONG20020660, GTONG20020950, CTONG20027660. GTONG20029030, CTONG20030280, 
CTONG20031150, CTONG20031 890, CTONG20032930, CTONG20033500, CTONG20033610, GTONG20033750, 
CTONG20035240, GTONG20036800, GTONG20036990, GTONG20039370, CTONG20041150. CTONG20041 260, 
CTONG20042640, CTONG20044230, CTONG20044870, CTONG20045500. CTONG20046690. CTONG20049480. 

50 CTONG20050490, CTONG20051100, GTONG20051450, CTONG20052780, GTONG20053990, CTONG20055670, 
CTONG20055850, GTONG20056150, CTONG20057750, GTONG20057950, CTONG20059130, CTONG20060040, 
CTONG20061290, CTONG20062730, CTONG20063770. CTONG20063930. CTONG20065240, CTONG20065680. 
CTONG20066110, GTONG20068360. CTONG20069320, CTONG20069420, GTONG20070090, CTONG20070720, 
CTONG20070780, GTONG20070910, CTONG20071 040, GTONG20071 680, CTONG20072930, CTONG20073990, 

55 CTONG20074000, CTONG20074170, CTONG20074740, GTONG20076230, CTONG20076810, CTONG20077760, 
CTONG20078340. CTONG20079590, CTONG20080140, GTONG20081 840, CTONG20083430, CTONG20083980, 
CTONG20084020, CTONG20084660, CTONG20085210, CTONG201 33720, CTONG201 65590, CTONG20 165750, 
CTONG201 66580, CTONG201 67750, CTONG201 68240. CTONG201 68460. CTONG201 69040, CTONG20 169530. 
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CTONG201 70940, CTONG201 74290, CTONG201 74580, CTONG201 76040. CTONG201 79390, CTONG20 179890, 
CTONG201 79980, CTONG201 80620, CTONG201 80690, CTONG20181350, CTONG201 83430, CTONG201 83830, 
CTONG201 84130, CTONG201 84830, GTONG20186140, CTONG201 86290, CTONG201 86370, CTONG20 186520, 
CTONG201 86550, CTONG201 88080, CTONG20 189000, CTONG201 90290, CTONG201 90630, FCBBF20070960, 

5 FCBBF30001100, FGBBF301 75350, FGBBF40005000, FEBRA20027070, FEBRA20038330, FEBRA20039260, 
FEBRA20040290, FEBRA20046200, FEBRA20063720, FEBRA20078B0O, FEBRA20090220, HCHON20000870, 
HLUNG20068120, MESAN20008150, MESAN20027900, NT2NE20 153620, NT2RP70001730, NT2RP700 12830, 
NT2RP70027790, NT2RP70057500, NT2RP70064570, NT2RP70090870. NTONG20002230, NTONG2000531 0, 
NTONG20017620, NTONG20029850, NTONG20031580, NTONG20032100, NTONG20034540, NTONG20036150, 

10 NTONG20043080, NTONG20048440, NTONG20049180, NTONG20053630, NTONG20053730, NTONG2005391 0, 
NTONG20055200, NTONG2005801 0, NTONG20058220, OCBBF201 10730, OCBBF201 77540, OCBBF201 77910, 
PROST20016760, PROST20042700, PRDST20050390, PROST20063430, PROST20 130320, PUAEN1 0000650, 
PUAEN1 0001 640, PUAEN20003120, SKMUS20006790, SKNMC20006360, SKNSH20007160. SMINT20030740. 
SMINT200365I0, SMINT20089210, SPLEN20024930, SPLEN20040780, SPLEN20063250, SPLEN201 81570. 

15 SPLEN201 87490, TESTI20047370, TESTI20057880, TESTI20064630, TESTI20079980, TESTI20105130, 
TESTI201 18460, TESTI20121040, TESTI201 97290, THYMU1 0004280, THYIVIU20030460, THYMU20055460, 
THYMU20089900, THYMU20121040. THYMU20139160, THYMU201 45990, TRACH20011010, TRACH20090060, 
UTERU20000230, UTERU20000950, UTERU200 16580, UTERU20045200. UTERU20083020 
[0288] These genes are involved in cancers. 

20 [0289] Furtlier, there Is a method to search for genes involved in development and differentiation: the expression 
frequency analysis in which the expression levels of genes are compared between developing or differentiating tissues 
and/or cells and adult tissues and/or cells. The genes involved in tissue development and/or differentiation are genes 
participating in tissue construction and expression of function, and thus are useful genes, which are available for re- 
generative medicine aiming at convenient regeneration of injured tissues. 

25 [0290] Search was carried out for the genes whose expression frequencies were different between developing and/ 
or differentiating tissues and/or cells, and adult tissues and/or cells, by using the infonnatlon of gene expression fre- 
quency based on the database of the nucleotide sequences of 770,546 clones shown above. 
[0291] The result of comparative analysis of cDNA libraries derived from fetal brain (FCBBF, FEBRA or OCBBF) and 
adult brain (BRACE, BRAI-2, BRAMY, BRAWH, BRCAN. BRCOC, BRHIP, BRSSN, BRSTN or BRTHA) showed that 

30 the genes whose expression levels were different between the two were the following clones (Tables 1 6 to 36). 

ADRGL20020290, ADRGL^0021910, AD RGl_2 0023920, ADRGL20046760, ADRGL20062330, ADRGL20079060. 
ASTRO20009140, ASTRO20 020240, ASTRO20027330. ASTRO20047510. ASTRO20056530, ASTRO20055570. 
ASTRO20055930, ASTRO20090680. BGG1 12001 0750. BNGH420021680, BNGH420023870, BNGH420059680, 
BNGH420074600, BNGH420086030, BRACE1 0000510, BRACE20003310. BRACE20007330, BRACE20009050, 

35 BRACE20014450, BRAG E2001 7790. BRACE20018810, BRAGE20025820, BRAGE20038920, BRACE20050870, 
BRACE20051600, BRACE20051 930, BRACE20052430, BRACE20052530, BRAGE20054080, BRACE20054480, 
BRACE20054600, BRAGE20055560. BRAGE20057870, BRACE20059110, BRAGE20059810, BRACE20061620, 
BRACE20062580. BRAGE20063540, BRAGE20065470, BRACE20066360, BR ACE2006871 0, BRACE20069000. 
BRACE20069110, BRACE20069440, BRACE20079200, BRACE20079370, BRACE20097540, BRACE20098860, 

40 BRAGE20099070. BR AC E20 194670, BRACE20196180, BRACE201 96960, BRACE20200770, BRACE20200970, 
BRAGE20204670, BRACE20205840, BRACE20207420, BRACE20212450, BRACE20215410, BRACE2021 6700, 
BRACE20216950, BRAG E2021 9360, BRAMY1 0000980. BRAIVIYI 0001 730, BRAMY20000210. BRAMY20000250, 
BRAMY20001510, BRAMY20003540, BRAMY20003880. BRAMY20006080, BRAMY20013670, BRAMY2001 6780, 
BRAMY20020440, BRAMY20021580, BRAMY20023390. BRAMY20023640, BRAMY20024790. BRAMY20027390, 

45 BRAMY20027990, BRAMY20028530, BRAMY20028620, BRAMY20035380, BRAMY20035830, BRAIVIY20036530, 
BRAMY20036810, BRAMY20038980, BRAMY20039290, BRAMY20040580. BRAMY20043520, BRAMY20043630, 
BRAMY20044920, BRAMY20045210, BRAMY20045420, BRAMY20047560, BRAMY20050640, BRAMY20050940, 
BRAMY20051820, BRAMY20052440. BRAMY20053910, BRAMY20055760. BRAMY20056620, BRAMY20056840, 
BRAMY20063750. BRAMY20072440, BRAMY20072870, BRAMY20073080, BRAMY20074110, BRAMY20074860, 

50 BRAMY20076100, BRAMY20076130, BRAIVIY20076530. BRAMY20083330, BRAMY20083820, BRAMY20089770, 
BRAMY20091230, BRAMY20093490, BRAMY20094890, BRAMY20095080, BRAMY20095570. BRAMY20096930, 
BRAMY201 00680, BRAMY201 02900, BRAMY201 07980. BRAMY20111780, BRAIV1Y201 17670, BRAMY201 18410, 
BRAMY201 18490. BRAMY20120170, BRAMY20 123400, BRAMY20 124970, BRAMY201 251 70, BRAMY20 126360, 
BRAMY201 25550, BRAMY201 26910, B RAM Y20 127310, BR AM Y20 127760, BRAMY201 34050, BRAMY20 135720. 

55 BRAMY201 37360, BRAMY201 39440, BRAMY20 139750, BRAMY20 143870, BRAMY20 152510, BRAMY201 55500, 
BRAMY201 58550, B RAM Y20 159250, B R AM Y20 160020, BR AM Y20 173480, B RAM Y2 01 90550, BRAMY201 94680, 
BRAMY20204270, BRAMY20206340. B RAM Y2021 9620, BRAM Y20221 600, BRAMY20223010, BRAMY20225250, 
BRAMY20225320, BRAMY20227230, BRAMY20227860, BRAMY20227960, BRAMY20231150, BRAMY20234820, 
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BRAMY20237190, BRAMY20238630, BRAMY20243120, BRAMY20244490, BRAMY26245140, BRAMY20245350, 
BRAMY20245760, B RAM Y2025 1210, BRAMY20251750. BRAMY20263000. BRAMY20267780, BRAMY20269040, 
BRAMY20271140, BRAMY20274510, BRAMY20285650, BRAMY20287400. BRAWH200 14590, BRAWH20020470, 
BRAWH20020600, BRAWH20021910. BRAWH20025490. BRAWH2002601 0, BRAWH20027250, BRAWH20030000, 

5 BRAWH20039640, BRAWH20040680, BRAWH20047790, BRAWH20050740, BRAWH20055240, BRAWH20055330, 
BRAWH20055780, BRAWH200581 20, BRAWH20063010, BRAWH20078080. BRAWH20078620, BRAWH20080680, 
BRAWH20082550, BRAWH20082920. BRAWH20093040. BRAWH20093070, BRAWH20094900, BRAWH20095900, 
BRAWH201 73790, BRAWH201 74330. BRAWH201 75230, BRAWH201 75340, BR AWH201 76850, BR AWH201 82670, 
BRAWH201 83170, BRAWH 20 185260, BRAWH20 185270, BRAWH20 186010, BRAWH20 188760, BRAWH201 90530, 

10 BRAWH201 90550, BRAWH20191980. BRCAN 10000760, BRCAN1 0001 050, BRCAN1 0001 680, BRCAN20001480, 
BRCAN20004180, BRCAN20005230, BRCAN20005410, BRC0C1 0000400, BRCOC20000470, BRCOC20003600, 
BRHIP1 0000720. BRHIP10001040, BRHIP20000210, BRH1P20003590, BRHIP20005060, BRSSN20001970, 
BRSSN20005610, BRSSN20005660. BRSSN20066440, BRSSN20074640, BRSSN20091190, BRSSN20092440, 
BRSSN20093890, CTONG20032930, CTONG20035240, CTONG20044870, CTONG20063930, GTONG20069320, 

15 CTONG20070720, CTONG20071 040, GTONG20071 680, CTONG200741 70. CTONG20078340. CTONG20079690, 
CTONG20080140, CTGNG20085210. CTONG201 33720, CTONG201 65750, CTONG201 68240, CTONG201 70940, 
CTONG201 83430, GTONG201 86370, CTONG201 88080, FCBBF1 0000230, FGBBF1 0002200, FGBBF1 0004760, 
FGBBF20018680, FGBBF20020440, FGBBF20021110, FGBBF20023490, FGBBF20028980, FGBBF20029280, 
FGBBF20032930, FGBBF20033360, FGBBF20035430. FCBBF20035490, FGBBF20036360. FGBBF20038230, 

20 FGBBF20038950, FCBBF20041380, FGBBF20043730. FCBBF20054390, FCBBF2005658a, FGBBF20059660, 
FGBBF20061310, FGBBF20066340, FGBBF20070800, FCBBF20070950, FGBBF30000010, FGBBF30001020, 
FGBBF30001100, FGBBF30001150, FGBBF30002270, FGBBF30002280, FGBBF30002330, FGBBF30003610, 
FGBBF30004340, FGBBF30004730, FGBBF300051 80. FGBBF30005360, FCBBF30005500, FGBBF30019140, 
FGBBF30019180, FGBBF3001 9240, FGBBF30021 900, FGBBF30022680, FCBBF30026580, FCBBF30029250. 

25 FCBBF30035570, FGBBF30042610, FGBBF30048420. FCBBF30053300, FCBBF30056980, FCBBF30062490. 
FGBBF30063990, FGBBF30068210, FGBBF30071500, FGBBF30072440, FCBBF30072480, FCBBF30074530, 
FGBBF30074620, FCBBF30076970, FGBBF30076310, FGBBF30078600, FCBBF30079770, FCBBF30080730, 
FGBBF30081000, FGBBF30085560, FGBBF30088700, FCBBF30089380, FGBBF30091010, FGBBF30091520, 
FGBBF30093170, FGBBF30095410, FGBBF30099490, FGBBF301 00080, FGBBF30100120, FGBBF301 00410, 

30 FGBBF30101240, FGBBF30101300, FGBBF30 105080, FCBBF301 05440. FCBBF301 05860, FCBBF301 06950, 
FCBBF301 07290. FGBBF30 107330, FGBBF30114180, FCBBF30114850, FGBBF301 15230, FGBBF301 15920, 
FCBBF301 18670, FCBBF301 18890, FCBBF301 25460, FCBBF30 125880, FGBBF301 28420, FGBBF301 29010. 
FCBBF301 30410, FCBBF301 30580, FCBBF301 32050, FCBBF301 32660, FCBBF301 35890, FGBBF301 36230, 
FCBBF301 38000, FCBBF30 142290, FGBBF30 143550, FGBBF30 145670, FGBBF30151190, FGBBF30153170, 

35 FGBBF30167270. FGBBF30161780, FGBBF301 64510, FCBBF301 66220, FGBBF30 169280, FCBBF301 69870, 
FCBBF301 70710. FGBBF30171230, FCBBF301 72330, FCBBF301 73960. FCBBF30 175350. FCBBF30 177290, 
FCBBF30179180, FGBBF3 01 79740, FGBBF30181730. FCBBF301 94370, FCBBF301 94550, FGBBF30 195690, 
FGBBF301 95700, FCBBF301 97840, FGBBF301 98670. FCBBF30201 630, FCBBF30212210, FCBBF302 15240, 
FCBBF30220050, FGBBF30222910, FCBBF30223110, FCBBF3022321 0, FGBBF30225930, FGBBF30228940. 

40 FCBBF30230610, FCBBF30236670, FCBBF30250980, FCBBF30255680, FCBBF30257370, FCBBF30259050, 
FCBBF30260210, FCBBF30260480, FCBBF30263080, FCBBF30266510, FCBBF30271990, FCBBF30275590. 
FGBBF30282020, FGBBF30285930, FCBBF30287940, FCBBF40000610, FGBBF40001920, FCBBF40005000, 
FGBBF50000410, FGBBF5000061 0, FGBBF50001 650, FCBBF50003530, FCBBF50004960, FEBRA20005040, 
FEBRA20007820, FEBRA20018670, FEBRA20026820, FEBRA20027070, FEBRA20029620, FEBRA20031000, 

45 FEBRA20031150, FEBRA20031280, FEBRA20031810, FEBRA20035200, FEBRA20035240. FEBRA20038220, 
FEBRA20038330, FEBRA20038970, FEBRA20039070, FEBRA20039260, FEBRA20040230, FEBRA20040260, 
FEBRA20040290, FEBRA20040560, FEBRA20045380, FEBRA20046200. FEBRA20046280, FEBRA20046510, 
FEBRA20057010, FEBRA20063720, FEBRA20076200, FEBRA200781 80, FEBRA20078800, FEBRA20080860, 
FEBRA20082660, FEBRA2008341 0, FEBRA20084750, FEBRA20086600, FEBRA2 0087550, FEBRA20088610, 

50 FEBRA20088810. FEBRA20090160, FEBRA20090220, FEBRA20091620, FEBRA20092760, FEBRA20093270, 
FEBRA20093280, FEBRA20095410, FEBRA20098040, FEBRA20099860, FEBRA20101410, FEBRA20 108020, 
FEBRA201 08580, FEBRA201 15930, FEBRA201 16650, FEBRA20121200, FEBRA20121950, FEBRA20141980. 
FEBRA201 60420. FEBRA20151750. FEBRA20 163980, FEBRA20 170240, FEBRA201 72230. FE BR A20 173330, 
FEBRA201 75020. FEBRA201 75330. FEBRA20 177800, FEBRA201 80510, FEBRA201 82030, FEBRA20 187460. 

55 FEBRA20191720, HGHON20002650, HGHON20002710, HEART1 0001 490, HLUNG20008460, HLUNG20011460, 
HLUNG20014590, HLUNG200 15070, HLUNG20015180, HLUNG20020850, HLUNG20028110, HLUNG20031620, 
HLUNG20032460, HLUNG20033060, HLUNG20041590, HLUNG20045340. HLUNG20066560, HLUNG20068120, 
HLUNG20081390, HLUNG20083480, HLUNG2008521 0, HLUNG200941 30, KIDNE20080690. KIDNE20084030. 
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KIDNE20086660, KIDNE20094670, KIDNE20134130, KIDNE201 38450, KIDNE20 140870, KIDNE201 49780, 
KIDNE201 70400, KIDNE20 173430, MESAN20021860, MESAN20030350, MESAN20034440. MESAN20038520, 
MESAN20045750, MESAN20067430. MESAN20089260, MESAN20095800, NT2NE20026200, NT2NE20033150. 
NT2NE20042550, NT2NE20045190. NT2NE20063950, NT2NE20061 030. NT2NE20069580, NT2NE20082130, 

5 NT2NE20082600, NT2NE20088030, NT2NE20092950, NT2NE20095230, NT2NE201 08420, NT2NE20111190, 
NT2NE20112210, NT2NE20141040. NT2NE201 77210, NT2NE20181800. NT2RI20021200, NT2RP70001120, 
NT2RP70001730. NT2RP70012830, NT2RP70035110, NT2RP70057500, NT2RP70076300, NT2RP70087140, 
NT2RP70090870, NTONG20002230, NTONG200 17620. NTONG200491 80, NTONG20055200. OCBBF20000740, 
OCBBF20001780, OCBBF20005220, OCBBF20009820, OCBBF20011860, OCBBF200 12520. OCBBF2001 6390, 

10 OCBBF20016810. OCBBF20 109450, OCBBF201 09780. OCBBF201 10210, OCBBF201 10730. OCBBF20111370, 
OCBBF20111600, OCBBF201 12280. OCBBF20112320, OCBBF20113110, OCBBF20 115360, OCBBF201 16250, 
OCBBF201 17220, OCBBF201 18720, OCBBF201 19810, OCBBF201 20010, OCBBF20 120950, OCBBF20121910, 
OCBBF20 123200, OCBBF201 42290, OCBBF201 47070, OCBBF201 62330, OCBBF201 55030. OCBBF201 56450, 
OCBBF201 57970, OCBBF201 60380, OCBBF201 65900. OCBBF201 65910. OCBBF201 66890, OCBBF201 66900, 

IS OCBBF201 67290, OCBBF201 70350, OCBBF20 174680. OCBBF20 174890. OCBBF201 76360, OCBBF20 176650, 
OCBBF201 77540. OCBBF201 77910, OCBBF201 82060, OCBBF201 85630, OCBBF201 88280, OCBBF20191950, 
PLACE60054820. PLACE60066910, PLACE60061370. PLACE60064740, PLACE60073090. PLACE601 20280, 
PLACE60132200, PLACE601 50610, P LAC E60 154450, PLACE601 57310, PLACE60162100, PR0ST1 00021 50, 
PROST20014150, PROST200 16760, PROST20024250, PROST200351 70. PROST20035830, PROST20042700, 

20 PROST20046700, PROST20 050390, PROST20 054660, PROST20078710, PROST20094000, PROST20097310, 
PROST20097840, PROST201 03820, PROST20114100, PROST201 30320, PROST20151370, PUAEN1 0000650, 
PUAEN1 0001 640, PUAEN20003120, SKNMC20006350, SKNSH1 0001 010, SKNSH20007160, SKNSH20030640, 
SKNSH20094350. SMINT20000070, SMINT20002320, SMINT20030740, SMINT20039050. SM1NT20045890. 
SMIISrr20047290, SMINT20048720, SMINT20056240, SMINT20077920, SMINT20088690, SMINT20089210, 

25 SMINT20089600, SMINT20094150, SPLEN20005160. SPLEN20005370, SPLEN20012450, SPLEN20024930, 
SPLEN20040780, SPLEN20048800, SPLEN20055600, SPLEN20067830, SPLEN20063250, SPLEN20071820, 
SPLEN20073880, SPLEN20076470, SPLEN20 104690, SPLEN20114190, SPLEN20126230, SPLEN201 35030, 
SPLEN201 36700, SPLEN201 75920, SPLEN20181570, SPLEN201 83020, SPLEN201 87490, SPLEN201 93490, 
SPLEN201 93790, SPLEN20 197740, SPLEN20200070, SPLEN20200340, TES0P1 0000350, TESTI20005980, 

30 TESTI20030440. TESTI2003061 0, TESTI20031410, TESTI20035330, TESTI20047370. TESTI20050400. 
TESTI20050720. TESTI20053780, TESTI20057430, TESTI20057590, TESTI20057840, TESTI20057880, 
TESTI20059080, TESTI20061200, TESTI20062580, TESTI20063410, TESTI20064530, TESTI20066280, 
TESTI20067480, TESTI20071630, TESTI20079980, TESTI20081890, TESTI20089290, TESTI200901 80, 
TESTI201 051 30, TESTI201 061 70, TESTI201 21 040, TESTI201 50920, TESTI201 69500, TESTI201 93080, 

35 TESTI20215310, TESTI20221790, TESTI20245860, TESTI20252690, TESTI20254090, TESTI20261160, 
TESTT20262150, TESTI20274960, THYMU20007750, THYMU20009460, THYMU20009710, THYMU2001 9260, 
THYMU20028410, THYMU20030460, THYMU20031330, THYMU20043440, THYMU20044100, THYMU20044520. 
THYMU20049060. THYMU20055460. THYMU20056740. THYMU20071120. THYMU20078020, THYMU20089900, 
THYMU20091040, THYMU20 104480, THYMU20 120240, THYMU20139160, THYMU201 43230, THYMU20150190. 

40 THYMU201 57620, THYMU20 176010. TKIDN1 0001 920, TRACH20012490. TRACH20021000. TRACH20026640. 
TRACH20058000, TRACH20090060, TRACH201 59390, UMVEN1 0001 380, UTERU 10001 060, UTERU20000230, 
UTERU20000950, UTERU20026620, UTERU20041970, UTERU20065470, UTERU20079240, UTERU20083020. 
UTERU20089300, UTERU20089390, UTERU200951 00. UTERU20 102260, UTERU201 03200, UTERU20127160, 
UTERU201 28560 

45 [0292] The result of comparative analysis of cDNA libraries derived from fetal heart (FEHRT) and adult heart (HEART) 
showed that the genes whose expression levels were different between the two were the following clones (Table 37). 
BRAMY2004363d, BRAMY20072870, BRAMY20227860, BRAWH20093070, BRCAN1 0001 680, FCBBF30053300, 
FEBRA20078800, FEBRA20090220, HCHON20000870. HEART1 0001 420, HEART1 0001 490, HEART20009590, 
HEART20019310, HEART20022200, HEART20031680. HEART20047640, HEART20063100, HEART20082570, 

50 HLUNG20083960, PLACE60088240, PLACE60 120280, PROST2001 6760, PROST20035170, PROST20062820, 
PROST201 27450, SKMUS20006790, SKMUS20008730, TESTI20270130 

[0293] The result of comparative analysis of cDNA libraries derived from fetal kidney (FEKID) and adult kidney 
(KIDNE) showed that the genes whose expression levels were different between the two were the following clones 
(Table 38). 

55 ASTRO20009140, BGGI1 2001 0750, BRACE20054480, BRACE20062580, BRACE20219360, BRAMY20001510, 
BRAMY200D3540, BRAMY20003880, BRAMY20043630, BRAMY20204270, CTONG20033750, CTONG20039370, 
CTONG20045500, FCBBF20023490, FEBRA20039260, FEBRA20040290, HEART1 0001 490. HLUNG20041590, 
HLUNG20068120, HLUNG20072460, HLUNG20083960, KIDNE20011600. KIDNE20016360, KiDNE20024380. 
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KIDNE20027980, KIDNE20080690, KIDNE20081170. KIDNE20083150, KIDNE20083620, 
K1DNE20084040, KIDNE20084730, K1DNE20084800. KIDNE20086490. KIDNE20086660, 

KIDNE20089870, KIDNE20091090, KIDNE20094260, 



KIDN E20087880, Kl DN E20088240, 
KIDNE20095530, KIDNE20 133460, 



KIDNE20084030, 
KIDNE20086970, 
KIDNE20094670, 



KIDNE201 33880, KIDNE20134130, KtDNE20 134890, KIDNE201 37310, 



5 KIDN E201 38450, KIDNE20 140870, KIDNE20141120, KIDNE20141700, KIDNE201 42880, KIDN E20 142900, 
KIDNE20143200, KIDNE20147170, KIDNE201 48080, KIDNE201 49780, KIDNE20 150730, KIDNE20 152440, 
KIDN E201 54330, KIDN E20 154830, KIDNE201 55980, KIDNE20157100, KIDNE20 160360, KIDNE201 60960, 
KIDN E201 63710, KIDNE201 65390, KIDNE20169180, KIDNE201 70400, KIDNE20173150, KIDN E20 173430, 
KIDN E201 76030, KIDNE20181670, KIDNE20 182540, KIDNE20186170, KIDNE201 88630, KIDNE201 89890, 

10 KIDN E201 89960, KIDNE20191870, OCBBF201 74890, PLACE60073090. PLACE60181870, PROST20016760, 
RUAEN 10000650, SKNMC20006350, SPLEN20017610, SPLEN20063250, SPLEN20126110, SPLEN201 35030, 
TESTI20061200, TESTI20262150, THYMU 10004280. THYMU20139160, TRACH20011010 
[0294] The result of comparative analysis of cDNA libraries derived from fetal lung (FELNG) and adult lung (HLUNG) 
showed that the genes whose expression levels were different between the two were the following clones (Table 39). 

IS BRAMY20001510, BRAMY20043630. BRAMY20204270, BRAMY20227860, CTONG20029030, CTONG20 168460, 
CTONG201 86290, FEBRA20039260, FEBRA20078800, FEBRA20 163980, HCHON20000870, HLUNG20008460, 
HLUNG20009260, HLUNG20009550, HLUNG20010130, HLUNG20011260. HLUNG20011440, HLUNG20011460, 
HLUNG20012140, HLUNG20014590, HLUNG20015070, HLUNG20015180, HLUNG20020500, HLUNG20020850, 
HLUNG20021450, HLUNG20023030. HLUNG20024050, HLUNG20025620, HLUNG20028110, HLUNG20029420, 

20 HLUNG20029490. HLUNG20030420, HLUNG20030490, HLUNG20030610, HLUNG20031620, HLUNG20032460. 
HLUNG20033060, HLUNG20033310, HLUNG20033350, HLUNG20034970, HLUNG20037140, HLUNG20037160, 
HLUNG20037780, HLUNG20038330, HLUNG20041540, HLUNG20041590, HLUNG20042730, HLUNG20045340, 
HLUNG20047070, HLUNG20050760, HLUNG20051330, HLUNG20052300, HLUNG20054790, HLUNG20055240, 
HLUNG20056560, HLUNG20057380. HLUNG20059240, HLUNG20060670, HLUNG20063700, HLUNG20065700, 

25 HLUNG20065990, HLUNG2006781 0, HLUNG20068120. HLUNG20069350, HLUNG20070410, HLUNG20072100, 
HLUNG20072190, HLUNG20072450, HLUNG20074330, HLUNG20079310, HLUNG20081390. HLUNG20081530, 
HLUNG20082350, HLUNG20083330, HLUNG20083480, HLUNG20083840, HLUNG20083960, HLUNG20084790, 
HLUNG20085210, HLUNG20088750, HLUNG20092530. HLUNG20093030, HLUNG20094130, KIDN E20 142900, 
. PROST20016760, PROST20052850. SKNMC20006350, SMINT20035050, SPLEN20012450, TESTI20057590, 

30 TESTI20061200, TESTI20067480, TESTI20116050, THYMUI 0004280, THYMU20010180. THYMU20139160, 
TRACH20011010, UTERU200 16580, UTERU20127030 
[0295] These genes are Involved In regeneration of tissues and/or cells. 



EXAMPLE 8 

35 

Expression frequency analysis by PGR 

[0296] Specific PGR primers were prepared based on the f uli-length nucleotide sequences, and the expression fre- 
quency was analyzed by the ATAG-PGR method (Adaptor-tagged competitive PGR method: Nucleic Acids Research 

40 1997, 25(22): 4694-4696; "DNA Micro-array and Advanced PGR Techniques", Gell Technology, supplement, Eds., 
Muramatsu and Nawa (Shujunsha, 2000): 104-112). Inflammation-related genes can be identified by revealing the 
genes whose expression levels are altered depending on the presence of an Inflammation-inducing factor Then, by 
using THP-1 cell line, which is a cell line of monocyte line, andTNF-a, which is an inflammation-Inducing factor, suitable 
for this system, the genes whose expression levels are altered depending on the presence of the factor were searched 

45 for by the system. 

[0297] THP-1 cell line (purchasedfromDAINIPPONPHARMAGEUTIGAL)wascultured.tobeconfluent in RPMI1640 
medium (sigma) containing 5% fetal calf serum (GIBGO BRL). Then, the medium was changed with the medium con- 
taining 1 0 ng/ml TNF-a (human recombinant TNF-a; Pharmacia Biotech), and the culture was continued at 37*'G under 
5% CO2. After three hours, the cells were harvested, and total RNA was extracted from them by using ISOGEN reagent 

50 (Nippon Gene). The extraction was carried out according to the method in the document attached to ISOGEN reagent. 
In addition, total RNA was also extracted from the cells cultured without stimulation of TNF-a. 
[0298] The genes involved in the onset of gastritis and gastroduodenal ulcer induced by the infection of Helicobacter 
pyloriXo the epithelia of stomach can be identified by revealing the genes whose expression levels are altered depending 
on co-culturing the cells with Helicobacter pylori. A recent study has suggested that various substances derived from 

55 He//cotecferpy/or/trlgger the inflammation reaction. In particular, the members belonging to the family of genes called 
"cag pathogenicity island (cag PAl)" contribute to the activation of the NF-kB pathway (Gastroenterology 2000, 119: 
97-1 08). Further, it has been found that cag PAl is involved in the onset of gastritis and the lllce by the study using an 
animal model (Journal of Experimental Medicine 2000, 1 92:1601 -1 61 0). Then, by using co-culture of a gastric cancer 
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cell line with cag PAI-posltive Helicobacter pylori (TN2), suitable for this system, the genes whose expression levels 
are altered depending on the presence of Helicobacter pylori v/ere searched for by the system. Further, in order to 
study the involvement of cag PAI in the alterations of gene expression levels depending on the co-culture with Helico- 
bacter pylori, the altered expression levels were compared between the cells co-cultured with a strain of Helicobacter 
5 pylori (TN2AcagE strain) having a mutation in cagE, which is one of the cag PAI genes, and the cag PAI-posrtive strain 
(TN2). 

[0299] A gastric cancer cell line MKN45 (provided by the Cell Bank, RIKEN GENE BANK, The Institute of Physical 
and Chemical Research) was cultured to be confluent in RPM11640 medium (srgma) containing 10% fetal calf serum 
(GIBCO BRL). Then, the medium was changed with the medium containing 100-fold excess (in terms of the number 

10 of cells or the number of colonies) of Helicobacter pylori (cag PAI positive strain (TN2) and cagE mutant (TN2AcagE): 
both were provided by Prof. Omata, Faculty of Medicine, The University of Tolcyo), as compared with the number of 
the cancer cells. The culture was continued at 37°C under 6% COg. After three hours, the cells were harvested, and 
total RNA was extracted from them by using ISGGEN reagent (Nippon Gene). The extraction was carried out according 
to the method in the document attached to ISOGEN reagent. In addition, total RNA was also extracted from the cells 

f5 cultured without Helicobacter pylori, 

[0300] The analysis by the ATAC-PCR method was carried out basically according to "DNA l\^icro-array and Ad- 
vanced PGR Techniques", Cell Technology, supplement (Genome Science Series 1 , Eds., Muramatsu and Nawa (Shu- 
junsha, 2000): 1 04-1 12). Adapter ligation to the intemal standard sample (sample to make the calibration curve for the 
clone of interest) and test sample was carried out in the two separate reaction systems i ndteated below. The combination 

20 of 6 types of adapters (AD-1 , AD-2, AD-3, AD-4, AD-5 and AD-6: see the sequences Indicated below) and the samples 
are as follows. 

Reaction system A 

25 [0301] 

AD 1 ; internal standard, 1 0-fold 

AD2; THP-1 ceils, unstimulated 

AD3; internal standard, 3-fold 
50 AD4; THP-1 ceils, TNF-a stimulation for one hour 

AD5; THP-1 cells, TNF-a stimulation for three hours 

AD6; internal standard, 1-fold 

Reaction system B 

AD1; intemal standard, l-fold 
35 AD2; MKN45 cells, unstimulated 

AD3; interna! standard, 3-fold 

AD4; MKN45 cells, co-cultured with TN2 (Helicobacter pylon) 
ADS; internal standard, 10-fold 

AD6; MKN45 cells, co-cultured with TN2AcagE (cagE gene mutant) Adapter sequences: 

40 

ADl; 

SEQ ID NO: 3941//5 ' -GTACATATTGTCGTTAGAACGCG-3 * 
SEQ ID NO: 3942//3 ' -CATGTATAACAGCAATCTTGCGCCTAG-5 ' 

AD2; 

SEQ ID NO: 3943//5 • -GTACATATTGTCGTTAGAACGCGACT-3 ' 

50 

SEQ ID NO: 3944//3 ' -CATGTATAACAGCAATCTTGCGCTGACTAG-5 ' 
AD3;. 

^ SEQ ID NO: 3945//5 ' -GTACATArTGTCGTTAGAACGCGCATACT-3 ' 

SEQ ID NO: 3946//3'-CATGTATAACAGCAATCTTGCGCGTATGACTAG-5' 
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AD4; 

SEQ ID NO: 3947//5 • -GTACATATTGTCGTTAGAACGCGATCCATACT-3 ' 

SEQ ID NO: 3948//3 » -CATGTATAACAGCAATCTTGCGCTAGGTATGACTAG-S * 

ADS; 

SEQ ID NO: 3949//5 • -GTACATATTGTCGTTAGAACGCGTCAATCCATACT-3 • 

SEQ ID NO: 3950//3 '-CATGTATAACAGCAATCTTGCGCAGTTAGGTATGACTAG-S • 

AD6; 

SEQ ID NO: 3951//5 • -GTACATATTGTCGTTAGAACGCGTACTCAATCCATACT-3 • 



SEQ ID NO: 3952//3 * -CATGTATAACAGCAATCTTGCGCATGAGTTAGGTAT6ACTAG- 

[0302] The internal standard sample used for this assay was a mixture of total RNAs from tissues (or culture cells; 
all from UNITECH) of brain, kidney, NT2, testis, thymus, and trachea. RNA was prepared according to the standard 
method. 

[0303] The sequences of primers specific to the genes and the names of clones of interest in the analysis are as 
follows. The gene specific primers were designed to produce the PGR products of 70 to 200 bp, which are derived 
from the adapter-containing cDNA. The sequence of adapter-specific primer (labeled with fluorescence (FAM)) used 
in the competitive PGR was GTACATATTGTCGTTAGAACGC (22 nucleotides; SEQ ID NO: 3953). PGR was basically 
carried out with a cycling profile of preheating at 94'»C for 3 minutes, and 35 or 40 cycles of denaturation at 94*0 for 
30 seconds/annealing at SO^'C for 60 seconds/extension at 72°C for 90 seconds. 
The nucleotide sequences of clone specific primers used in the experiments 

[0304] Clone name, primer sequence and SEQ ID NO are indicated below in this order. Each Is demarcated by a 
double slash mari^ (//). 



ADRGL2 0 036380// CTACTC AAGGACAGCCACAC/ /SEQ 


ID 


NO: 


3954 


AS TRO? 0 045840// GGATGT AGTGGG AAACAATG/ / SEQ 


ID 


NO: 


3955 


AS TR02 0055930// TGCTTTTCATTCTCCTTAGT/ /SEQ 


ID 


NO: 


3956 


ASTRp2 0088950// TACGTGCTCATTTACTTGGT/ / SEQ 


ID 


NO: 


3957 


BNGH4 2 0052350// GCCAGTTTCTTTATGATTGA// SEQ 


ID 


NO: 


3958 


BRACE 20052530 / / AATGACTTCGTTAGGATGCC/ / SEQ 


ID 


NO: 


3959 


BRACE 20054080/ / GCTGTTGACTTCATTTGGAA/ /SEQ 


ID 


NO: 


3960 


BRAMY 2 0003880/ / TTGGTACTT ATTCTGAGGCA/ / SE Q 


ID 


NO: 


3961 


B RAMY2 0027390// GATTTTAGTGAAACATGCCA/ / SE Q 


ID 


NO: 


3962 


BRAMY2 0028530// TTAAAACTGAGGACATTCTG/ / SEQ 


ID 


NO: 


3963 


BRAMY2 0035380/ / AG AG AAGGCAGTCTAGCTTA/ /SEQ 


ID 


NO: 


3964 


BRAMY 2 0036530/ / AGGGTATG6TAACTTCTGCA/ /SEQ 


ID 


NO: 


3965 


BRAMY2 0 0 5 09 4 0 / /AAAGGAGGGACTAGAAAACT/ / SEQ 


ID 


NO: 


3966 


BRAMY2 0072440/ / ACTATGACGAGGGAACAAGA/ / SEQ 


ID 


NO: 


3967 
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BRAMY2 0 0 9 6 9 3 0 / / G AGG AG AAC ACAA6TATGGT / / SEQ 


ID 


NO: 


3968 


BRAMY 2 0 1184 1 0/ / AAGGTCACTTCTAAACACAC/ /SEQ 


ID 


NO: 


3969 


BRAMY202 3 7 190//GGAGTGATTCAGGA6ATGTG//SBQ 


ID 


NO: 


3970 


BRAWH20 0 5 53 3 0 / /GCAACA6AGACTTTATTGGT/ /SEQ 


ID 


NO: 


3971 


BRAWH20 078620 / /GAGAGACTTATCACAGCCAT/ /SEQ 


ID- 


NO: 


3972 


BRAWH2 0190530/ / ATGGGATTCTGTG ACTTCTC/ /SEQ 


ID 


NO: 


3973 


BRCAN2 0001480// CAGCAAC AGT AATGGGAATT/ /SEQ 


ID 


NO: 


3974 


BRHIP10000720/ / AGGTTAGGATTTCTTT AGCA/ /SEQ 


ID 


NO: 


3975 


BRHIP10001040// T ACTTGGAG ACAACAGGGAG/ /SEQ 


ID 


NO: 


3976 


BRHIP20000210/ /GTGTTTGTGGGC ATAGACAT/ /SEQ 


ID 


NO: 


3977 


BRSSN2000 1970/ /AATGTATTCAGTTCCTTTCC// SEQ 


ID 


NO: 


3978 


BRS SN2 0091190/ /GTGTCATCACTAGCACCAAG/ / SEQ 


ID 


NO: 


3979 


CD3 4C20001750/ /TGGACTTAGGGACCTGACTC/ / SEQ 


ID 


NO: 


3980 


CT0NG2 0078340// CTCTTTACCT AGTTTGGTCA / /SEQ 


ID 


NO: 


3981 


CTONG20079590//TACTTATTTTCACAGGGGCC//SEQ 


ID 


NO: 


3982 


CTONG20 0 83980 / /CAGCATTTTCCTATATAGCC// SEQ 


ID 


NO: 


3983 


CTONG20 0 852 1 0 / /CCAGAAGAGTAGCAAGAATT/ / SEQ 


ID 


NO: 


3984 


DFNES20063460//CTATTTTAACCCCTGCCCTC//SEQ 


ID 


NO: 


3985 


t)PNES20072990 / /GGAGGTATCTATTAGGGTGA//SEQ 


ID 


NO: 


3986 


FCBBF2 0029280 / /GACTGAGATGAACTGGAAGA/ / SEQ 


ID 


NO: 


3987 


FCBBF2 0032930 / /TCAC AAT ACAGTCCCCTAGT / / SEQ 


ID 


NO: 


3988 


FCBBF2 0036360/ / ATTTGTATCACTTTGGTGCA/ /SEQ 


ID 


NO: 


3989 


FPHRr'^ flOP2680 / /CTCCAGAAAATGCATGAATC / / SEO 

f V 1- IT* 1* V w w A> ^ w U V / / A V.« w^&VJ«ArUA<* A w A w< ^ a w / f m 


ID 


NO: 


3990 


FCBBF3 0078600 / /CTTCAACAGTGCTTTTCCTT / / SEQ 


ID 


NO: 


3991 


FCBBF301 05 080 //CTGTGCACCCACTCTTTATT/ /SEQ 


ID 


NO: 


3992 


FCBBF3 0169870/ / TCCAGTATTTTCCACTTTGA/ / SEO 

A A Ov^Wa^v'V / / A W W«*W A «A A A A A W AW AAA Ni/* a/ f W Arf ^£ 


ID 


NO: 


3993 


FCBBF30225930//ACTATTrTArGGTCACGGCC//SEQ 


ID 


NO: 


3994 


FCBBF5 0000610 / / AGTTAACGTATCTGGCAAAG //SEQ 


ID 


NO: 


3995 


FEBRA20007820//GTTTCTCACTGTCCT6TrrT//SEQ 


ID 


NO: 


3996 


FEBRA2 0031280 / / ACTATTTTATGGTCACGGCC / / SEQ 


ID 


NO: 


3997 


FEBRA2 0031810/ / TGCAATC ATCTCTGTATCCC / / SEQ 


ID 


NO: 


3998 




ID 

X ^ 


NO* 


3999 


FEBRA20046280//TCTCTGTCCTGTTGTCTAAG//SEQ 


ID 


NO: 


4000 


FEBRA2 0 0 84 7 5 0 / /TTAGCATGTACTGGGAAAGC//SEQ 


ID 


NO: 


4001 


FEBRA2 0182030 / / AAAACACAAAATGACACCCC/ / SEQ 


ID 


NO: 


4002 


HLUNG20041540//AAAGrTCCTCT6CATTCACC//SEQ 


ID 


NO: 


4003 
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HLONG20 09 2 53 0 / /TTTTCATCCCAGAGTTATTA/ / SEQ 


ID 


NO: 


4004 


KIDNE20 0 8 4 0 3 0 / / AGGGAATAACTTGCAGCTTG/ / SEQ 


ID 


NO: 


4005 


KIDNE20 0 8 4 8 00 / /GTAATGTAGGGAGACT6CCG/ /SEQ 


ID 


NO: 


4006 


KIDNE20134130//AATCCCCTCTTTTGTCrCAT//SEQ 


ID 


NO: 


4007 


KIDNE2 01 82540 / /ACAGArAGCCTGGATTGAAA// SEQ 


IP' 


NO: 


4008 


KIDNE20 1 8 6 1 7 0 / /TTGTATCTGAGCTGGGGTTT/ /SEQ 


ID 


NO: 


4009 


KIDNE 20188630/ /CCCTACAT ATCTCTACCCAT/ /SEQ 


ID 


NO: 


401O 


LI VER2 0007750// TATTTAGAAACGCAGACCCC/ /SEQ 


ID 


NO: 


4011 


ME S AN2 0 02 1 2 2 0 / / TAGAA6TCAACAAAAGGCAC// SEQ 


ID 


NO: 


4012 


ME SAN20 0 84150/ /TCCATAAGGCACAGATTTGA/ /SEQ 


ID 


NO: 


4013 


NT2NE200 59 2 10 / /ATAATGACAATGCCAGTAGT// SEQ 


ID 


NO: 


4014 


NT2NE2 0 0 8 2 1 3 0 / / TGAGGTACATCCAAATTAAA/ / SEQ 


ID 


NO: 


4015 


NT2NE20 092950 / / ATGATTACTCGGTTTCCAGA/ / SEQ 


ID 


NO: 


4016 


NT2 RP70 0 3 1 0 70 / /CAGTTAGTAGACAGACGGGG/ / SEQ 


ID 


NO: 


4017 


OCBBF200 12 520 / /TCTGCCT6TAGTTGCCATTA/ /SEQ 


ID 


NO: 


4018 


OCBBF20 1 10210/ /AGGTGATAGGACTTTGTGCC/ /SEQ 


ID 


NO: 


4019 


OCBBP20110730// TTAGATGCTCCCTAAGGTCC/ /SEQ 


ID 


NO: 


4020 


0CBBP2 0155030/ /GCTAAAATCGTGCATCTGTA/ /SEQ 


ID 


NO: 


4021 


OCBBF20 165900/ / AGTTTTGTATCTCCTTGTCA/ / SEQ 


ID 


NO: 


4022 


OCBBF20 17 0 350 / /TAAGAT6GAGTTCAG6GGAG/ /SEQ 


ID 


NO: 


4023 


OCBBF20176650//GCACACAGGCAAATTCTAGT//SEQ 


ID 


NO: 


4024 


PLACE60006300//TTCTGrAATAAGGGCTGrCA//SEQ 


ID 


NO: 


4025 


PLACE60061370//TGTTCACAAATGGCATAAAA//SEQ 


ID 


NO: 


4026 


PROST20 011160/ /CTACTAACTCAACCACGCAT/ / SEQ 


ID 


NO: 


4027 


PROST200 4 1460/ /CCATTTACGTCACCTCTCTG/ /SEQ 


ID 


NO: 


4028 


PR0ST2 0 065100/ / ACTATTTTATGGTCACGGCC/ /SEQ 


ID 


NO: 


4029 


PROST20075280//ACGTTGACTCTGATAGCCTG//SEQ 


ID 


NO: 


4030 


PROST20106060//AATTCTTTTGACATTGCTTG//SEQ 


ID 


NO: 


4031 


PR0ST2 0 110120 / /GATAAATTCAGCAAGAGCAT/ / SEQ 


ID 


NO: 


4032 


SKMUS 2 0 0 9 1 9 0 0 / / AACTCTGCACTCCATAACTG/ / SEQ 


ID 


NO: 


4033 


SM1NT20024140/ / AAGCCTCTAAAAGTCAACAC/ /SEQ 


ID 


NO: 


4034 


SMINT20 09 2160/ /TTAAACAAGTGAGCCTCAGA/ /SEQ 


ID 


NO: 


4035 


SPLEN20040780//TTTCCTGTTTGGTTAGTTTT//SEQ 


ID 


NO: 


4036 


S PLEN2 0110860// CTGACGGAAAACTTCTAATT/ / SEQ 


ID 


NO: 


4037 


SPLEN20177400//ATATCTGGTTGTTGGGrrrT//SEQ 


ID 


NO: 


4038 


TE ST I 2 0 0 3 8 24 0 / /GTCTGTCTTGATGGATTGGA/ / SEQ 


ID 


NO: 


4039 
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Tn 






TESTI20047370/ / ACGTTGCATAATCCTCAGTC/ / SEQ 


ID 


NO: 


it A VI O 

4042 


TESTI 20 0 572 0 0 / / AGTCCCAGTCTCTAGTTCGG/ / 5Eu 


ID 




^ Ail O 


TESTI20057590 / / ACATTTTGGTATTGAC ACTT/ / SEQ 


T TV 

ID' 


NO: 


A f\ A A 

4044 


TESTI20113940 / /GTCAGTCCACCTTACTCTTT/ / SEQ 


ID 


NO: 


>l A >l C 

4045 


TESTI20149880/ / CAAACG ATT ACG AC AC AAAA/ / SEQ 


ID 


NO: 


4046 


TESTI 2 0151800/ /CGTTCCTCAGGTAGCAAGAT/ / SEQ 


ID 


NO: 


4047 


TESTI20173050/ / ACATGGCTGAAGGTG ATTTT/ /SEQ 


ID 


NO: 


4048 


TEST 1 2 0 1 9 8 6 0 0 / / T TTAGAAACATTGGC ATCAG/ / SEQ 


ID 


NO: 


4049 


TEST 120257910 / /CTGCCTAGAGT AGAACAAAA/ / SEQ 


ID 


NO: 


4050 


TESTI20262940//CTCCCAATCTCAAACACAAG//SEQ 


ID 


NO: 


4051 


THyMU2 0 046770/ /CTTCTGCCG AGTTTGTGTAA/ / SEQ 


ID 


NO: 


4052 


TH YMU2 0058550/ /GATGCTG AGAAGGTGTTAGT/ / SEQ 


ID 


NO: 


4053 


THyMU2 0062520// AGTCTCAGGATGGGTAAAGG/ / SEQ 


ID 


NO: 


4054 


TH YMU2 0062770/ / AG AGTT AAGAACCGAGGGAT/ / SEQ 


ID 


NO: 


4055 


THyMU2 0078240 / /CAAGCCAGGGAGATAGACAT/ / SEQ 


ID 


NO: 


4056 


THYMU2 0 150190/ / TACTACAATGTGGGCTACGG/ / SEQ 


lb 


NO: 


4057 


TEyiCH2 0125620/ / CC ACATTGT AAAC AGTCCTT/ / SEQ 


ID 


NO: 


4058 


TRACH2 0149740 / / AGAT ACATTTTCCGTCAAGC/ / SEQ 


ID 


NO: 


4059 


TRACH2 0190460/ / CC AG AAGAGTAGCAAGAATT/ / SEQ 


ID 


NO: 


4060 


UTERU20045200//ATTCAACTAAAACAAAGCTG//SEQ 


ID 


NO: 


4061 


UTERU2 0064120/ / ACCC AG AAAAGAGATGAGAA/ / SEQ 


ID 


NO: 


4062 


UTBRU2 0103200/ / CTGTTCCTGGCAAATAAGAG/ / SEQ 


ID 


NO: 


4063 


ADRGL2 0046760 / / ATGTGAAGGAATGATGTACT/ / SEQ 


ID 


NO: 


4064 


ASTR02 0055530/ /G AATAATGAAGGGGACCAGA/ / SEQ 


ID 


NO: 


4065 


BRAMY2 0076130 / /CCTTTCATGTCTGAGTATTT/ / SEQ 


ID 


NO: 


4066 


CHOWQIQ 170940/ / AT ACGTCAG AGGACACATGC/ / SEQ 


ID 


NO: 


4067 


FCBBF20033360//TCCGTAGCAGTAGAAACATC//SEQ 


ID 


NO: 


4068 


FCBB F3 0257370// CAGG T ATGCTTGGAGTTTCA/ /SEQ 


ID 


NO: 


4069 


FCBB F50001650// CGTG ATT AGGAAGGG ACAGT/ /SEQ 


ID 


NO: 


4070 


FEBRA20040290//CCCAAGAAC6AAACAAAACT//SEQ 


ID 


NO: 


4071 


FEBRA20063720//AATAATGCCCACCTATAAAA//SEQ 


ID 


NO: 


4072 


FEBRA2 009804 0/ /GAGGGGAATTGTCAGTACAC//SEQ 


ID 


NO: 


4073 


FEBRA2 0108580/ / TCATTTTGTCTAGTGCCCAT/ / SEQ 


ID 


NO: 


4074 


MESAN2 00218 6 0/ /ACACATTCCCATCAATAGGT//SEQ 


ID 


NO: 


4075 
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MPQ&N9nn / /ASrTAA6GAG6TTTTCACAT//S£0 


ID 


NO: 


4076 


5 


MTOWP^nn^RI Qn/ yflP!AATATGTTGGGCTAGTTA//SEO 


ID 


NO: 


4077 




OPnCT9nni fi7*;n / /AArTTCATCCATTCCAACTG/ZSEO 


ID 


NO: 


4078 




cvMCW^ftonil ^^n / /ttaaappaacattgaggaaaZ/seo 


ID 


NO: 


4079 




e\#TkTn*OrtrtnCAOn / //^T"f/i/2TT/STPPPr"rTTr*TA^?/ /^S'Rrv 
onXNi ZUuuOvJ^V / / L»l loijl 1 wi LfL»v\..*x x i au/ / o&v 






*x v O V 


10 


qincPTOnn QQ^7n / /cnPTrSAPTTTTPTPrTAPAR/ /^EO 


ID 


NO- 


4081 

7 V W X 




TESTI20 10-30^ U/ /CLALl X iAi i iL^l / / DCfU 




NO* 


^ U O £ 




mr»eniT O A'^ Cil it OA / /r'TrT'Hr'llPlllir'TTrSPTT'P AP 7 / QPA 

XESTIZOZOn^oU/ /bH3V3AWAL.iiAwl lu^l X iA\^/ / dciy 


TO 


MO» 




15 


THyMU100042oO/ /GAGAGTClbCClAljClvalul/ / o&U 




MO • 


^OQ4 




TnyMUZOUoO^oU/ /GCLuAluibAul AVjuioi AV5/ / oci^^ 




MO • 






TRACn2 009 0 I/O 0/ /AGGbCUAAul iAAAiv^iulu / / or^U 


XL/ 


MO • 


*» U o o 


20 


UTERU2 0 0419 / U/ / GATAAALUv^LAAAv-A 1 uAAA/ / oc< w 


in 


MO • 


U o / 


BRAMY 20125360/ /GACAGACTAAAACGTTGAGC / / SEQ 


ID 


NO: 


4088 




0CBBF2 0142290 / /CCAAGGAGAGTCAGTG ACAG / / SEQ 


ID 


NO: 


4089 




SKMUS2 0 006790 / /TTCAAAAGCAGAGACTCCCT / /SEQ 


ID 


NO: 


4090 


25 


TEST 120030610// TGAACTCAGTACCAGGCTTG / / SEQ 


ID 


NO: 


4091 




UTERU2 0026620/ /GAG ATTCCCTAGTGGTG6TT / / SEQ 


ID 


NO: 


4092 



[0305] The result of expression frequency analysis is shown in Table 40. The clones not shown in the table contain 
30 clones whose expression levels could not be measured because the levels were too low or the sizes of the PGR 
products were different from the expected. It was confimied that the expression levels of IL-8 gene used as a positive 
control gene were elevated. 

[0306] The result obtained by the search for the genes whose expression levels were altered depending on the 
presence of TNF-a in culturing THP-1 cell, which Is a human monocyte cell line, showed that the clones whose ex- 
35 pression levels were elevated by twofold or more one or three hours afterthe stimulation (the clones whose expression 
levels were 0.1 or lower both before and after the stimulation were excluded), were 

ASTRO20055630, ASTRO20055930, ASTRO20088950, BRAMY20027390, BRAMY20076130, BRAMY20118410, 
BRAI\/IY201 25360, BRAMY202371 90, BRCAN20001480, BRH I P1 0000720, CD34C20001 750, CTONG20078340, 
CTONG20085210, DFNES20063480, FCBBF20029280, FCBBF20033360, FCBBF30078600, FEBRA20007820, 

40 FEBRA20031280, FEBRA20031810, FEBRA20040290, HLUNG20041540, HLUNG20092530, MESAN20021860, 
MESAN20067430, MESAN20084150, NT2NE20092950, NT2RP70031 070, OCBBF20012520, OCBBF20 142290, 
OCBBF201 65900, OCBBF20 170350. OCBBF20176650, PLACE60006300, PROST20011160, PROST201 06060, 
SPLEN20040780, SPLEN201 10860, SPLEN201 77400, TESTI2G03061 0, TESTI200431 30. TESTI20059370, 
TESTI20254480, THYMU1 0004280, THYMU20030460, THYMU20062520, THYMU20078240, THYMU20150190, 

45 TRACH20090060, TRACH201 25620, UTERU20026620, UTERU20045200, UTERU200641 20, UTERU201 03200. 
[0307] On the other hand, in particular cases where the expression levels were relatively high in the unstimulated 
cells (the relative value was 1 or higher), the clones whose expression levels were decreased by twofold or more by 
the TNF-a stimulation (the clones whose expression levels were Increased 1 or 3 hours after the stimulation were 
excluded) were 

50 BNGH420052350, BRACE20052530, BRAMY20003880, CTONG201 70940, FCBBF30022680, FCBBF30225930, 
FCBBF30257370, FEBRA20046280, KIDNE20084030, KIDNE201 88630, NT2NE20082130, OCBBF201 10210, 
PLACE60061370, PROST20041460, PROST20075280. PROST20110120, SMINT20006020, TESTI20046540, 
TESTI20057200, TESTI201 13940, TESTI2025791 0, TESTI20262940, TRACH201 49740. 
[0308] These clones were thus revealed to be Involved in the inflammation reaction induced by TNF-a. 

55 [0309] The result obtained by the search for the genes whose expression levels were altered depending on co- 
culturlng gastric cancer cell line MKN45 with cag PAI positive Helicobacter pylori (TN2), showed that the clones whose 
expression levels were elevated by twofold or more (the clones whose expression levels were 0.1 or lower both before 
and after the stimulation were excluded), were 
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BRAMY20028530, BRAMY20035380. OCBBF201 70350. PROST20011160, SKMUS20091900, SPLEN20040780, 
THYMU20078240, TRACH201 90460, UTERU20045200, UTERU20064120, ASTR020056530, CTONG201 70940. 
FEBRA20040290, MESAN20067430, PROST200 16760, THYMU 10004280, TRACH20090060. UTERU20041970, 
OCBBF201 42290, TESTI20030610. 

5 [0310] Of these clones, the expression levels of BRAMY20035380, SKMUS20091900. SPLEN20040780, 
UTERU20064120. CTONG20 170940, OCBBF20 142290, TESTI2003061 0 were not increased by the co-culture with 
the cagE mutant (TN2AcagE). There may be the possibility that the expression levels of the 7 clones are altered via 
the NF-kB pathway Among them, the expression levels of OCBBF20142290, SPLEN20040780, TESTI20030610, 
UTERU20064120 were also Increased when human monocyte cell llneTHP-1 was stimulated with TNF-<x. 

10 [0311] On the other hand, In particular cases where the expression levels were relatively high In the unstimulated 
cells (the relative value was 1 or higher), the clones whose expression levels were decreased by twofold or more in 
the presence of Helicobacter pylori v^ere 

ASTRO20088950, BRACE20052530, BRAMY20003880, BRAMY20027390, BRAMY20036530, BRAMY201 18410, 
BRHIP20000210, FCBBF20032930, FCBBF30022680, FCBBF30 169870, FEBRA201 82030, KIDNE201 82540, 
15 L1VER20007760, MESAN20021220, NT2NE20059210, NT2NE20082130, OCBBF201 55030. PROST20065100, 
PROST20075280, SPLEN20110860, TESTI20057200, TESTI201 13940, TESTI201 49880, TESTI20151800, 
TEST1201 98600, TESTI20257910, THYMU20046770, THYMU20068550, THYMU20150190, FCBBF20033360, 
FCBBF30257370, FEBRA20098040, SMINT20006020. 
[0312] These clones are involved In gastritis or gastroduodenal ulcer. 

20 



Table 3 



25 



30 



35 



40 



45 



55 



Clone ID 


CD34C 


D30ST 


D60ST 


D90ST 


A5TRU2001 0290 


0 


55.437 


0 


0 


dHAIviY2U03B530 


0 


OO AAA 

33. i44 


0 


0 


BRAMY20043630 


0 


0 


0 


13.576 


BRAMY20089770 


0 


0 


0 


63.803 


BRAMY201 90550 


0 


0 


0 


31.089 


CD34C20001750 


100 


0 


0 


0 


FCBBF20066340 


0 


0 


0 


76.503 


FEBRA20040290 


0 


0 


0 


14.912 


HLUNG20015180 


0 


0 


0 


8.491 


HLUNG20041690 


0 


0 


0 


18.349 


HLUNG20052300 


0 


36,241 


0 


0 


KIDNE20084040 


0 


0 


0 


65.916 


MESAN20021860 


0 


0 


0 


56.046 


MESAN20027240 


0 


0 


0 


33.731 


NTONG2005520O 


0 


0 


0 


19.731 


PROST20016760 


0 


0 


0 


15.442 


PUAEN1 0001 640 


0 


34.074 


0 


0 


SMINT20006020 


0 


7.702 


0 


9.021 


SMINT20028840 


0 


68.605 


0 


0 


SMINT20035050 


0 


9.417 


0 


11.029 


SPLEN20181570 


81.506 


0 


0 


0 


TESTI20064530 


0 


0 


77.29 


0 


TESTI20210030 


0 


0 


0 


90.471 


THYMU20029830 


0 


42.091 


0 


0 


THYMU20139160 


0 


0 


0 


3,486 


TRACH20051590 


0 


0 


0 


75,217 


Table 4 


Clone ID 


NT2RM 


NT2RP 


NT2R1 


NT2NE 


ADRGL20023920 


0 


6.69 


0 


0 
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Table 4 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



55 



Clone lU 


IN 1 ^rilvl 


In 1 ^Plr 


In 1 drii 


In 1 jilNb 


ASTR020009 1 40 


0 


0 


13.389 


0 


BNG H420077980 


0 


0 


20.754 


0 


BNGrl420086030 


0 


0 


0 


13.322 


BRACE20062580 


0 


0 


3.585 


2.717 


BBACE20079370 


0 


0 


9.312 


14.111 


BRACE20215410 


0 


0 


27.196 


0 


BRAMY20003540 


0 


0 


3.208 


4.861 


BRAMY20043630 


0 


0 


2.408 


0 


BRAMY20076130 


0 


0 


6.601 


0 


BRAMY20095080 


0 


0 


25.606 


0 


BRAMY20227860 


0 


2.798 


6.17 


3.596 


BRAWH20082550 


0 


0 


0 


9.738 


BRHIP1 0001 040 


0 


0 


0 


2.323 


BRSSN20005610 


0 


22.393 


0 


0 


CTONG20027660 


0 


0 


50,642 


0 


CTONG20044230 


0 


0 


50.642 


0 


CTONG20066110 


0 


0 


19.131 


0 


CTONG20079590 


0 


14.297 


29.102 


0 


CTONG20084660 


0 


0 


2.553 


0 


CTONG201 33720 


0 


8.861 


0 


9.111 


CTONG201 65750 


0 


9.056 


0 


0 


CTONG201 88080 


0 


10.319 


0 


0 


FCBBF20023490 


0 


7.376 


0 


7.583 


FCBBF20033360 


0 


0 


5.015 


0 


FCBBF20059660 


0 


0 


0 


66.235 


FCBBF20070960 


0 


0 


15.367 


0 


FCBBF30004340 


0 


0 


0 


8.778 


FCBBF30095410 


0 


79.235 


0 


0 


FCBBF301 25460 


0 


0 


0 


9.321 


FCBBF30179180 


0 


0 


56.418 


0 


FCBBF30236670 


0 


1.325 


4.494 


2.724 


FCBBF30257370 


0 


19.522 


0 


0 


FCBBF50000610 


0 


0 


56.418 


0 


FCBBF50001650 


0 


0 


0 


22.181 


FEBRA20038330 


0 


16.124 


0 


0 


FEBRA20039260 


0 


7.162 


2.43 


0 


FEBRA20063720 


0 


12.258 


0 


0 


FEBRA20090220 


0 


4.602 


3.122 


4.732 


FEBRA201 60420 


0 


0 


33.26 


0 


HEART1 0001 490 


0 


0 


9.27 


0 


HL(JNG20032460 


0 


0 


0 


21 .278 


HLUNG20041590 


0 


0 


0 


4.932 


KIANE20089870 


0 


0 


0 


4.145 


MESAN20016270 


0 


0 


39.208 


0 


M ES AN2002 1 860 


0 


0 


0 


7.532 


MESAN20060430 


0 


0 


24.385 


0 


MESAN20067430 


0 


0 


0 


9.568 


NT2NE20018740 


0 


0 


0 


100 


NT2NE20018890 


0 


0 


0 


100 


NT2NE20021860 


0 


0 


0 


100 
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Table 4 (continued) 



uione lu 




IN 1 dnr 




In I ^Nh 


NT2NE20026200 


0 


0 


0.808 


2.449 


NT2NE20026510 


0 


0 


0 


100 


hfr2NE20028700 


0 


0 


0 


22.223 


NT2NE20033150 


0 


0 


0 


50.133 


NT2NE20037050 


0 


0 


0 


100 


^^■2NE20038870 


0 


0 


0 


100 


NT2NE20039210 


0 


0 


0 


100 


NT2NE20042550 


0 


0 


0 


59.083 


NT2NE20045190 


0 


0 


6.05 


15.306 


ISIT2NE20047870 


0 


0 


0 


100 


NT2NE20053230 


0 


0 


0 


100 


NT2NE20053950 


0 


20.953 


0 


21.544 


NT2NE20059210 


0 


0 


0 


100 


NT2NE20059680 


0 


0 


0 


100 


^JT2NE20060750 


0 


0 


0 


100 


NT2NE20061030 


0 


39.18 


0 


40.284 


NT2NE20062880 


0 


0 


0 


100 


NT2NE20064780 


0 


0 


0 


100 


NT2NE20066590 


0 


0 


0 


100 


NT2NE20069580 


0 


0 


0 


59.083 


NT2NE20070620 


0 


0 


0 


100 


NT2NE20073650 


0 


0 


0 


100 


NT2NE20077250 


0 


0 


0 


100 


NT2NE20077270 


0 


0 


0 


100 


NT2NE20077860 


0 


0 


0 


100 


NT2NE20079670 


0 


0 


0 


100 


NT2NE20080770 


0 


0 


0 


100 


NT2NE20082130 


0 


0 


0 


38.09 


NT2NE20082600 


0 


0 


0 


66.235 


NT2NE20086070 


0 


0 


0 


100 


NT2NE20087270 


0 


0 


0 


100 


NT2NE20087850 


0 


0 


0 


100 


NT2NE20088030 


0 


0 


0 


60.425 


NT2NE20092950 


0 


20.298 


0 


20.87 


NT2NE20096230 


0 


0 


0 


55.188 


MT2NE201 04000 


0 


0 


0 


100 


NT2NE201 07810 


0 


0 


0 


100 


NT2NE201 08420 


0 


0 


0 


45.407 


NT2NE20111190 


0 


0 


0 


61 .289 


NT2NE201 12210 


0 


0 


0 


26.669 


NT2NE201 14850 


0 


0 


0 


100 


NT2NE201 17580 


0 


0 


0 


100 


NT2NE201 19980 


0 


0 


0 


100 


NT2NE201 23610 


0 


0 


0 


100 


NT9NFP01 P4S70 


0 




0 


100 


NT2NE201 26030 


0 


0 


0 


100 


NT2NE201 27900 


0 


0 


16,514 


25.025 


NT2NE20140130 


0 


0 


0 


100 


NT2NE201 40280 


0 


0 


0 


100 


NT2NE20141040 


0 


0 


0 


36.013 
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Table 4 (continued) 





NIT9RM 


WT9RP 
IN 1 1 Pin 


MT9PI 
IN 1 c,r\\ 


WTO MP 
In I ^INC 


N 1 2INb^U i4o^OU 


U 


u 


0 


lUO 


NT2N c2u 1 4do 1 0 


u 


0 


0 


100 


NT2N c201 4ob9U 


0 


0 


0 


d7.0o7 


NT2Nt201 49500 


0 


0 


0 


100 


NT2NE20 150610 


0 


0 


0 


100 


IMT2NE201 52620 


0 


0 


0 


100 


NT2NE201 53620 


0 


0 


0 


60.858 


NT2NE201 65650 


0 


0 


0 


100 


NT2NE20157120 


0 


0 


0 


100 


NT2NE20166190 


0 


0 


0 


100 


NT2NE201 67660 


0 


0 


0 


100 


NT2NE201 73970 


0 


0 


0 


100 


NT2NE201 77210 


0 


0 


0 


43.734 


NT2NE20181760 


0 


0 


0 


100 


NT2NE20181800 


0 


0 


0 


46.215 


NT2NE201 84720 


0 


0 


0 


100 


NT2RI20016240 


0 


0 


100 


0 


NT2RI20021200 


0 


0 


8.844 


0 


NT2RI20033920 


0 


0 


100 


0 


NT2RI20093010 


0 


0 


100 


0 


NT2RP70001120 


0 


32.573 


0 


0 


NT2RP70001730 


0 


15.462 


0 


0 


NT2RP70003110 


0 


24.333 


0 


0 


NT2RP700 12830 


0 


5.639 


0 


5,798 


NT2RP70022820 


0 


66.955 


0 


0 


NT2RP70027790 


0 


60.194 


0 


0 


NT2RP70029780 


0 


100 


0 


0 


NT2RP70030840 


0 


100 


0 


0 


NT2RP70031070 


0 


100 


0 


0 


IVJT2RP70031340 


0 


100 


0 


0 


NT2RP70031480 


0 


100 


0 


0 


NT2RP70035110 


0 


23.442 


0 


0 


NT2RP70046410 


0 


64.358 


0 


0 


NT2RP70049610 


0 


100 


0 


0 


NT2RP70056290 


0 


100 


0 


0 


NT2RP70056690 


0 


100 


0 


0 


NT2RP70057500 


0 


13.6 


0 


0 


NT2RP70064570 


0 


60.194 


0 


0 


NT2 RP70074800 


0 


100 


0 


0 


NT2RP70075300 


0 


6.726 


0 


0 


NT2RP70075800 


0 


100 


0 


0 


IMT2RP700801 50 


0 


100 


0 


0 


NT2RP 70084540 


0 


100 


0 


0 


NT2RP70087140 


0 


7.444 


15.153 


7.654 


NT2RP70090870 


0 


17.122 


11.617 


0 


OCBBF20001780 


0 


0 


16.351 


0 


OCBBF20009820 


84.348 


0 


0 


0 


OCBBF201 42290 


0 


0 


0 


14.577 


OCBBF201 55030 


0 


49.439 


0 


0 


OCBBF201 75360 


0 


0 


0 


20.881 
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Table 4 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



Clone ID 


N I2rilvi 


In 1 2nr 


N I2RI 


NT2NE 


OCBBF201 77640 


0 


25.509 


0 


0 


OCBBF201 77910 


0 


0 


23.505 


0 


PLACE60054820 


0 


0 


20.089 


0 


PLACE60061370 


0 


18.07 


0 


0 


PLACE60073090 


0 


10.617 


0 


0 


PLACE60162100 


0 


0 


0 


37.629 


PROST20011800 


0 


0 


0 


50.542 


PROST20045700 


0 


0 


0 


44.59 


PROST20078710 


0 


0 


0 


33.633 


PROST20094000 


0 


0 


18.34 


0 


PUAEN1 0000650 


0 


3.375 


0 


0 


PUAEN1 0001 640 


0 


5.216 


3.539 


0 


SKNMC20006350 


0 


2.005 


2.041 


4.124 


SMINT20016160 


0 


49.972 


0 


0 


SMINT20030740 


0 


5.712 


0 


0 


SMINT20035510 


0 


0 


28.984 


0 


SMINT20039050 


0 


0 


18.576 


9.383 


SMINT20047290 


0 


39.6 


0 


0 


SPLEN20063250 


0 


8.081 


8.225 


8.309 


SPLEN20117580 


0 


0 


0 


24.462 


SPLEN201 25230 


0 


0 


21 .559 


0 


TESTI20030610 


0 


0 


0 


12.205 


TESTI20043910 


0 


0 


0 


45.963 


TESTI20066280 


0 


0 


0 


30.676 


TESTI20067480 


0 


8.861 


0 


0 


TESTI20105130 


0 


0 


00 


2.5 


TESTI20106170 


0 


13.104 


0 


0 


TESTI20143180 


0 


0 


62.741 


0 


TESTI20221790 


0 


0 


39.167 


0 


TESTI20254090 


0 


0 


0 


19.063 


TESTI20274960 


0 


0 


38.685 


0 


THYMU1 0004280 


0 


3.573 


0 


0 


THYMU20007020 


0 


0 


71 .017 


0 


THYMU201 04480 


0 


0 


29.694 


0 


THYMU20139160 


0 


1.822 


0.618 


0 


TRACH20026640 


0 


0 


7.476 


0 


UTERU1 0001 060 


0 


0 


19.967 


0 


UTERU20026620 


0 


10.41 


0 


10.703 


UTERU20079240 


0 


0 


0 


19.734 


UTERU20083020 


0 


7.182 


0 


0 


UTERU201 02260 


0 


0 


0 


23.706 


UTERU201 32620 


0 


48.06 


0 


0 



Tables 





Clone ID 


BEAST 


TBAES 


55 


CTONG20070780 


0 


97.283 




CTONG20084660 


0 


89.108 




HLUNG20045340 


0 


85.362 
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Tables (continued) 



Clone ID 


BEAST 


TBAES 


fESfl20647370 


0 


71.55 



Table 6 



Clone ID 


CERVX 


TCERX 


SMINT20030740 


0 


65.795 


Table 7 


Clone ID 


COLON 


TCOLN 


UTERU2004037 


68.149 


0 


Table 8 


Clone ID 


NESOP 


TESOP 


HLUNG20015180 


51.695 


0 


NESOP20004520 


100 


0 


NESOP20005040 


100 


0 


TES0P1 0000350 


0 


86.127 


TES0P1 0001 600 


0 


100 


THYMU20071120 


0 


81.712 



Table 9 



Clone ID 


KIDNE 


TKIDN 


ASTR020009140 


19.518 


0 


ASTR020027330 


0 


30.903 


ASTR020055930 


0 


36,981 


BGGI1 2001 0750 


4.532 


0 


BNGH420074600 


0 


11.358 


BRACE20050870 


0 


15.884 


BRACE20054480 


29.719 


0 


BRACE20062580 


2.613 


0 


BRACE20219360 


59.494 


0 


BRAMY20003540 


4.676 


0 


BRAMY20003880 


16.882 


41.527 


BRAMY20043630 


3,51 


0 


BRAMY20055760 


0 


65.196 


BRAMY201 25360 


0 


32.672 


BRAMY201 90550 


0 


19.772 


BRAMY20204270 


3,618 


0 


BRAMY20227860 


0 


4,255 


BRAWH20014590 


0 


23.509 


BRAWH20093070 


0 


14.759 


BRHIP10001040 


0 


6.496 


CTONG20033750 


59.93 


0 


CTONG20039370 


59.93 


0 


CTONG20045500 


59.93 


0 
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Table 9 


continued) 


Clone ID 


KIDNE 


TKIDN 


CTONG20079590 


0 


17.392 


FCBBF20023490 


14.59 


0 


FCBBF30004340 


0 


10.386 


FCBBF30 106950 


0 


69.888 


FCBBF30115230 


0 


69.888 


FCBBF30 169280 


0 


38.857 


FCBBF30225930 


0 


50.898 


FCBBF30282020 


0 


53.714 


FEBRA20038330 


0 


6.538 


FEBRA20039260 


7.084 


0 


FEBRA20040290 


7.711 


0 


FEBRA20082660 


0 


77.359 


FEBRA20121200 


0 


63,078 


FEBRA201 70240 


0 


63.078 


HEART1 0001 490 


20.269 


0 


HLUNG20041590 


4.744 


0 


HLUNG20068120 


11,84 


0 


HLUNG20072450 


3.599 


0 


HLUNG20083480 


0 


15.004 


HLUNG20083960 


18.946 


0 


KIDNE20011600 


100 


0 


KIDNE20016360 


59.589 


0 


KIDNE20024380 


100 


0 


KIDNE20027980 


100 


0 


KIDNE20080690 


5.861 


0 


KIDNE20081170 


100 


0 


KIDNE20083160 


100 


0 


KIDNE20083620 


100 


0 


KIDNE20084030 


4o:o3 


0 


KIDNE20084040 


34.084 


0 


KIDNE20084730 


100 


0 


KIDNE20084800 


100 


0 


KIDNE2C086490 


87.61 


0 


KIDNE20086660 


47.013 


0 


KIDNE20086970 


100 


0 


KIDNE20087880 


28.683 


0 


KIDNE20088240 


100 


0 


KIDNE20089870 


3.987 


0 


KIDNE20091090 


100 


0 


KIDNE20094260 


100 


0 


KIDNE20094670 


59.494 


0 


KIDNE20095530 


100 


0 


KIDNE20133460 


100 


0 


KIDNE20133880 


100 


0 


KIDNE20134130 




n 




100 


0 


KIDNE20137310 


100 


0 


KIDNE201 38450 


38.971 


0 


KIDNE201 40870 


22.93 


0 


KIDNE20141120 


100 


0 
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Table 9 (continued) 



Clone ID 


KlUNE 


TKIDN 


KIDNE201 41700 


100 


0 


KIDNE20142680 


100 


0 


KIDNE201 42680 


100 


0 


KIDNE20142900 


31 .732 


0 


KIDNE20143200 


100 


0 


KIDNE20147170 


100 


0 


KIDNE20148080 


100 


0 


KIDNE20149780 


60.365 


0 


KIDNE201 50730 


100 


0 


KIDNE201 52440 


100 


0 


KIDNE20154330 


100 


0 


KIDNE201 54830 


100 


0 


KtDNE201 55980 


100 


0 


KIDNE20157100 


100 


0 


KIDNE201 60360 


100 


0 


KIDNE201 60960 


100 


0 


KIDNE201 63710 


100 


0 


KIDNE201 65390 


100 


0 


KIDNE20169180 


100 


0 


KIDNE201 70400 


19.556 


0 


KIDNE201 73150 


100 


0 


KIDNE201 73430 


36.673 


0 


KIDNE201 76030 


100 


0 


KIDNE20181670 


100 


0 


KIDNE201 82540 


100 


0 


KIDNE20186170 


100 


0 


KIDNE201 88630 


100 


0 


KIDNE201 89890 


100 


0 


KIDNE201 89960 


100 


0 


KIDNE20191870 


100 


0 


MESAN20038520 


0 


11.358 


MESAN20041380 


0 


53.625 


OCBBF20016390 


0 


23.211 


OCBBF201 42290 


0 


8.623 


OCBBF201 74890 


32.241 


0 


PLACE60061370 


0 


21.981 


PLACE60073090 


10.501 


0 


PLACE60181870 


49.921 


0 


PROST20016760 


3.992 


9.82 


PUAEN 10000660 


6.676 


0 


SMINT20039050 


0 


11.102 


SMINT20089210 


0 


12.885 


SPLEN20017610 


42.429 


0 


SPLEN20024930 


0 


22.641 








SPLEN20063250 


3.996 


0 


SPLEN20126110 


50.05 


0 


SPLEN20135030 


31.695 


0 


SPLEN20136700 


0 


39.807 


TESTI20070740 


0 


75.118 
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Table 9 


continued) 


Clone ID 


KIDNE 


TKIDN 


TESTI20262150 


40.96 


0 


THYMU20009500 


0 


24.928 


THYMU20019260 


0 


36.869 


THYMU201 57620 


0 


19.973 


TKIDN 10000620 


0 


100 


TKIDN10001710 


0 


100 


TKIDN1 0001 920 


0 


36.869 


TRACH20011010 


10.647 


0 


UMVEN1 0001 380 


0 


4.196 



Table 10 



Clone ID 


LIVER 


TLIVE 


CTONG20069320 


20.862 


0 


FCBBF30236670 


3.257 


0 


FEBRA20038220 


77.547 


0 


FEBRA20039260 


8.806 


0 


KIDNE20087880 


71.317 


0 


LIVER20006260 


100 


0 


LIVER20007690 


85.922 


0 


LIVER20007750 


100 


0 


LIVER20010510 


100 


0 


LIVER20010760 


100 


0 


LIVER20010990 


100 


0 


LIVE R2001 1640 


100 


0 


LIVE R2001 3890 


100 


0 


LIVER20026440 


100 


0 


LIVER20030650 


100 


0 


LIVER20032340 


100 


0 


LIVER20038000 


100 


0 


LIVER20040740 


100 


0 


LIVER20055270 


100 


0 


MESAN20027240 


21.684 


0 


NT2Rj20021200 


16.028 


0 


SKMUS20006790 


6.063 


0 


TESTI20035330 


22.045 


0 


THYMU 10004280 


8.787 


4.346 


THYMU20029830 


31.692 


0 



Table 11 



Clone ID 


HLUNG 


TLUNG 


HLUNG20052300 


23.611 


0 


SMINT20035060 


6,135 


0 


HLUNG20041590 


10.207 


0 


PROST20016760 


8.589 


0 


BRAMY20043630 


15.102 


0 


HLUNG20015180 


4.723 


0 


THYMU20139160 


1.939 


0 
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Table 11 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



55 





Ml 1 IMr; 


Tl 1 IKIf^ 
1 LUINci 


nLUNG20020o50 


67.488 


0 


1 11 1 IKI^O/^rtOO>l 

nLUN(i200324oU 


44.037 


0 


DnAlvlY20204Z70 


7.785 


0 


BRAM Y20001 51 0 


5.948 


0 


B R AM Y20227860 


1.488 


0 


CTONG20029030 


28.504 


0 


CTONG201 68460 


76.291 


0 


CTONG201 86290 


61 .67 


0 


FEBRA20039260 


7.62 


0 


FEBRA20078800 


33.686 


0 


FEBRA201 63980 


38.327 


0 


HCHON20000870 


23.288 


0 


HLUNG20008460 


67.54 


0 


HLUNG20009260 


100 


0 


HLUNG20009560 


100 


0 


HHJNG20010130 


100 


0 


HLUNG20011260 


100 


0 


HLUNG20011440 


100 


0 


HLUNG20011460 


76.577 


0 


HLUNG20012140 


100 


0 


HLUNG20014690 


36.045 


0 


HLUNG20015070 


1 7.804 


0 


HLUNG20020500 


100 


0 


HLUNG20021450 


68.006 


0 


HLUNG20023030 


100 


0 


HLUNG20024050 


100 


0 


HLUNG20025620 


100 


0 


HLUNG20028110 


76.618 


0 


HLUNG20029420 


100 


0 


HLUNG20029490 


81.173 


0 


HLUNG20030420 


100 


0 


HLUNG20030490 


100 


0 


HLUNG20030610 


100 


0 


HLUNG20031620 


80.237 


0 


HLUNG20033060 


36.529 


0 


HLUNG20033310 


100 


0 


III 1 1 1 ^ A A A A ^ ^ A 

HLUNG20033350 


100 


0 


1 II 1 1 Ik, 1 

HLUNG20034970 


79.349 


0 


H LUNG200371 40 


100 


0 


HLUNG20037160 


100 


0 


HLUNG20037780 


44.761 


0 


III 1 ||L i^>nf\nnnn n d 

H LUNG20038330 


100 


0 


III 1 t Ik 1 A ^ C A t\ 

HLUNG20041540 


100 


0 


1 II 1 Ilk i.^H j^/vM ii A^n^ 

HLUNG20042730 


100 


0 


HLUNG20045340 


7.67 


0 


HLUNG20047070 


100 


0 


HLUNG20050760 


100 


0 


HLUNG20051330 


100 


0 


HLUNG20054790 


100 


0 


HLUNG20055240 


100 


0 
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Table 11 (continued) 



5 



10 



15 



20 



25 



30 



35 



40 



45 







Tl 1 IMn 
1 LUINvji 




/o.yoi 


Q 


nLUINo^UUO/ doU 


H AA 


0 


LJi 1 iNir^onncooiin 


100 


0 


LJI 1 lM/**oAn^Ae^n 

nLUNC3200D0670 


100 


0 


nLUNG200D3700 


100 


0 


HLUNoZOOdoZOO 


62.8 


0 


HLUNG20065990 


100 


0 


HLUNG2006781 0 


100 


0 


HLUNG200681 20 


50.947 


0 


1 II 1 1 ^^^^ A^^^ ^ A 

HLUNG20069350 


100 


0 


HLUNG20070410 


100 


0 


HLUNG200721 00 


54.241 


0 


HLUNG20072190 


79.349 


0 


1 II 1 IIL 1 >l f^A 

HLUNG20072450 


7,744 


0 


HLUNG20074330 


100 


0 


1 II 1 IIL i^^^^MM^MM J A 

HLUNG20079310 


100 


0 


HLUNG20081390 


66.429 


0 


HLUNG20081530 


100 


0 


HLUNG20082350 


100 


0 


HLUNG20083330 


100 


0 


HLUNG20083480 


13.123 


0 


HLUNG20083840 


100 


0 


HLUNG20083960 


40,76 


0 


1 II 1 1 K 1 /%#^ A^f\^ 

HLUNG20084790 


100 


0 


HLUNG20085210 


50.993 


0 


HLUNG20088750 


100 


0 


HLUNG20092530 


100 


0 


HLUNG20093030 


100 


0 


MLUNG200941 30 


75.987 


0 


KIDNE201 42900 


68.268 


0 


PROST20052850 


57,701 


0 


SKNMC20006350 


2.134 


0 


SPLEN20012450 


25.695 


0 


TESTI20057590 


17.804 


0 


TESTI20061200 


29.123 


0 


TESTI20067480 


18.856 


0 


TESTI20116050 


30.168 


0 


THYMU1 0004280 


7.603 


0 


THYMU20010180 


79.349 


0 


TRACH20011010 


22.907 


0 


UTERU20016580 


43.64 


0 


UTERU201 27030 


66.318 


0 



Table 12 





Clone ID 


NOVAR 


TOVAR 


55 


KIDNE20089870 


91.868 


0 




NT2RP70075300 


76.633 


0 




TESTI201 32310 


94.177 


0 
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Table 13 



5 



10 



15 



Clone ID 


STOMA 


TSTOM 


BNGH420087430 


0 


91.629 


BRAMY20227860 


1.35 


0 


BRAWH20027250 


42.096 


0 


CTONG201 74440 


26.346 


0 


FEBRA20090220 


4.442 


0 


PUAEN 10000650 


13.031 


0 


SMINT20023110 


72.094 


0 


SMIIMT20030740 


5.514 


0 


SMINT20046890 


34.092 


0 


SPLEN20048800 


2.011 


0 


SPLEN201 39360 


79.641 


0 


TEST120063410 


28.273 


0 


TESTI201 60920 


33.158 


0 


TRACH20026640 


21 .272 


0 


UTERU20041970 


0 


72.886 



Table 14 



25 



30 



35 



40 



45 



50 



55 





UTPRU 


TUTER 


ADRGL20020290 


21 .538 


0 


BRACE20038920 


10.185 


0 


BRAMY20091230 


39.224 


0 






n 

\j 


BRAMY20227860 


2.268 


0 


BRHIP20005060 


61.644 


0 


CTONG20069320 


18.336 


0 


CTONG20083430 


62.039 


0 


FCBBF30005360 


41.409 


0 


FCBBF30257370 


21.099 


0 


FEBRA20038330 


5.808 


0 


FEBRA20039260 


7.74 


0 


FEBRA20040260 


43.146 


0 


FEBRA20078180 


31.447 


0 


FEBRA20087550 


10.505 


0 


HLUNG20015070 


9.042 


0 


HLUNG20015180 


7.196 


0 


MESAN20007110 


50.674 


0 


MESAN20067430 


20.114 


0 


MESAN20095800 


14.162 


0 


NT2RP70057500 


14.698 


0 


SKMUS20008730 


2.775 


0 


SKNMC20006350 


1.084 


0 


SMINT20035050 


3.116 


0 


SMINT20045890 


19.084 


0 


SPLEN20073880 


30.142 


0 


SPLEN20076470 


17.667 


0 


SPLEN201 18050 


33.583 


0 


TESTI20030610 


12.829 


0 
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Table 14 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



55 



ninnp in 


IJTFRIJ 




I CO 1 I^UUOwOOU 


Q Afla 
y.Doo 


A 

U 


TCQTIOnnKTKOn 
1 CO 1 IcUUO/OoU 


Q f\AO 

y.u4£ 


A 


1 CO 1 IcUUOoUDU 


Q OOP 


A 

u 


1 CO 1 i^Ul UO 1 Ou 


U 


O/.O 1 


1 n Y MU 1 UUU4410U 


O.O0 1 


o 
U 


TUVAill lOni QO<1 AH 

1 nT MU^u 1 oy 1 DU 


1 .9oy 


.04o 


U 1 tnU 1 UUUiUdU 


O 1 .bU4 


o 

u 


U 1 cnU lUUUlB/U 


A AA 

lUU 


o 

0 


U I bnU20U0U23U 


O A OAA 

34.999 


o 

0 


1 ITCOI iOAAnr\ACn 


3.88 


0 


UTcnU2001 1 760 


100 


0 


UTEnU2001 3890 


100 


0 


1 n*r*ni m/\n4 ^^nn 

UTERU2001 6580 


22.164 


0 


U 1 tnU2u02Do20 


33.752 


0 


UTEnU20U27360 


100 


0 


UTcnU20029930 


72.842 


0 


UTERU20031 350 


100 


0 


UTERU20035770 


100 


0 


UTEnU20040i 50 


100 


0 


1 ifCTDi lOAAvi r^o'7^^ 

U 1 bnU20040o/0 


6.264 


0 


1 ITCQI IOAA>IAOAA 

U 1 bnU20040390 


100 


0 


UTE nU20040730 


100 


0 


UTERU20041 630 


100 


0 


U 1 EHU20041 970 


6.578 


0 


UTERU20 045200 


CO /NO O 

62.039 


0 


UTERU20051 790 


100 


0 


UTERU20064 1 20 


100 


0 


UTERU20065470 


50.58 


0 


UTE RU20079240 


20.742 


0 


1 III OI lOA/\no/\o/\ 

UTE RU20083020 


7.762 


0 


UTERU20086530 


100 


0 


UTE RU20087070 


100 


0 


UTE RU20087850 


100 


0 


UTcRU20089300 


27.655 


0 


UTERU20089390 


17.567 


0 


U I bnU200o9o20 


100 


0 


1 ITCDI lOAAQAAvIA 

U 1 bKU^UU9U940 


100 


0 


1 tTCDI IOAAQH>IVA 


4 AA 

lOO 


0 


1 ITCDI lOAAQ/lQOn 

u 1 tnU^uuy4ooU 


H AA 

lUu 




U 1 tnu^uuyoi UU 


QQ TOO 


o 

u 


1 ITCDI lOAAQQAyfA 

U 1 briU^UUyyU4U 


4 AA 
lUU 


o 

0 


1 ITCDl lOAAOOCI n 

u 1 bnu^uuyyoi u 


^ AA 


A 

u 


U 1 tnU^U lU 1 lOU 


H AA 

lUU 


A 

0 


U 1 bnU^UlU^^bU 


O/l O^ Q 


A 

u 


UTERU201 03040 


100 


0 


UTERU201 03200 


51.815 


0 


UTERU201 04310 


100 


0 


UTERU201 06610 


100 


0 


UTERU20121140 


100 


0 


UTERU201 22520 


51.33 


0 
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Table 14 


(continued) 




uione lu 


U 1 bnU 


TUTER 


UTERU20125810 


100 


0 


UTc R U20 1 2703 0 


33.682 


0 


UTERU20127150 


62.412 


0 


UTE RU20 1 28560 


36.129 


0 


UTERU201 32620 


51.94 


0 


UTERU201 34830 


100 


0 


UTERU20 139760 


100 


0 


UTERU201 40010 


100 


0 


UTERU201 67570 


100 


0 


UTERU201 68960 


100 


0 


UTERU201 69020 


100 


0 


UTERU201 73030 


100 


0 


UTERU201 76230 


72.842 


0 




1 UU 


n 
u 


UTERU20181270 


100 


0 


UTERU201 85220 


100 


0 


UTERU201 88670 


100 


0 


UTERU201 88840 


40.303 


0 


Table 15 




IN i ^IMd 




ADRGL20023920 


13.989 


0 


BRACE20038920 


0 


24.929 


BRACE20050870 


0 


34.54 


BRACE20061620 


63.015 


0 


BRAMY20036530 


21.217 


0 


BRAMY20076130 


0 


6.434 


BRAMY20204270 


0 


2.419 


BRAMY20267780 


0 


4.633 


BRCAN1 0001 680 


14.71 


0 


CTONG 10000090 


0 


87.752 


CTONG20000340 


0 


100 


CTONG20002790 


0 


100 


CTONG20004110 


0 


100 


CTONG20004520 


0 


100 


CTONG20007660 


0 


100 


CTONG20008190 


0 


100 


CTONG20008460 


0 


100 


CTONG20015240 


0 


100 


CTONG20017490 


0 


100 


CTONG20020660 


0 


100 


CTONG20020950 


0 


100 


CTONG20027660 


0 


49.358 


CTONG20029030 


0 


44.292 


CTONG20030280 


0 


100 


CTONG20031150 


0 


100 


CTONG20031890 


0 


62.139 


CTONG20032930 


0 


29.763 
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Table 15 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



55 



Olone lu 


IN 1 UrMo 




CTONG20033500 


0 


100 


CTONG200o3d1 0 


0 


57.263 


CT(JNCa200oo750 


0 


40.07 


CTOiMG20035240 


0 


55.786 


CTONG20036800 


0 


100 


CTONG20036990 


0 


100 


CTONG20039370 


0 


40.07 


CTONG20041150 


0 


100 


CTONG20041260 


0 


100 


CTONG20042640 


0 


100 


CTONG20044230 


0 


49.358 


CTONG20044870 


0 


74,685 


CTONG20046500 


0 


40.07 


CTONG20046690 


0 


100 


CTONG20049480 


0 


100 


CTONG20050490 


0 


100 


CTONG20051100 


0 


100 


GTONG20051450 


0 


100 


CTONG20052780 


0 


100 


CTONG20053990 


0 


100 


CTONG20055670 


0 


100 


CTONG20055850 


0 


24.814 


CTONG20056150 


0 


51 .203 


CTONG20057750 


0 


100 


GTONG20057950 


0 


54.423 


CTONG20059130 


0 


72.445 


CTONG20060040 


0 


72.826 


GTONG20061290 


0 


100 


CTONG20062730 


0 


100 


CTONG20063770 


0 


62.139 


CTONG20063930 


0 


28.37 


CTONG20066240 


0 


100 


CTONG20065680 


0 


100 


CTONG20066110 


0 


37.292 


GTONG20068360 


0 


100 


CTONG20069320 


0 


11.22 


CTONG20069420 


0 


42.813 


CTONG20070090 


0 


100 


CTONG20070720 


0 


7.689 


CTONG20070780 


0 


2.717 


CTONG24070910 


0 


100 


CTONG20071 040 


0 


32.374 


CTONG20071 680 


0 


49.582 


CTONG20072930 


0 


100 


CTONG20073990 


0 


100 


GTONG20074000 


0 


100 


CTONG20074170 


0 


55.786 


CTONG20074740 


0 


100 


GTONG20076230 


0 


100 


CTONG20076810 


0 


100 
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Table 15 


^rontinupH^ 

IV^UI ILJI lUCVJI 




Clone ID 


NTONG 


CTONG 


CTONG20077760 


0 


100 


CTONG20078340 


0 


74.685 


CTONG20079590 


0 


9.455 


CTONG20080140 


0 


27.673 


CTONG20081840 


0 


100 


CTONG20083430 


0 


37.961 


CTONG20083980 


0 


100 


CTONG20084020 


0 


100 


CTONG20084660 


0 


2.488 


CTONG20085210 


0 


27.762 


CTONG201 33720 


18.528 


46.879 


CTONG201 65590 


0 


100 


CTONG201 65750 


0 


11.978 


CTONG201 66580 


0 


100 


CTONG201 67750 


0 


100 


CTONG201 68240 


37.367 


11.818 


CTONG201 68460 


0 


23.709 


GTONG201 69040 


0 


100 


CTONG201 69530 


0 


100 


CTONG201 70940 


0 


89,253 


GTONG201 74290 


0 


100 


CTONG201 74580 


0 


100 


CTONG201 76040 


0 


100 


CTONG201 79390 


0 


100 


CTONG201 79890 


0 


100 


CTONG201 79980 


0 


100 


CTONG201 80620 


0 


100 


CTONG201 80690 


0 


100 


CTONG20181360 


0 


100 


CTONG201 83430 


0 


55.786 


CTONG201 83830 


0 


22.718 


CTONG20184130 


0 


100 


CTONG201 84830 


0 


100 


CTONG20186140 


0 


100 


CTONG201 86290 


0 


38.33 


CTONG201 86370 


0 


39.387 


CTONG201 86520 


0 


100 


CTONG201 86550 


0 


100 


CTONG201 88080 


43.151 


6.824 


CTONG201 89000 


0 


100 


CTONG201 90290 


0 


100 


CTONG201 90630 


0 


100 


FCBBF20070950 


0 


14.977 


FCBBF30001100 


0 


24.477 


FCBBF301 75350 


32.34 


10.228 


rODDrl-UUUOUUVJ 


A 

u 




FEBRA20027070 


26.269 


0 


FEBRA20038330 


0 


3.554 


FEBRA20039260 


7.487 


0 


FEBRA20040290 


0 


2.578 
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Table 15 


(continued) 




Clone ID 


NTONG 


CTONG 


FEBRA20046200 


0 


16.309 


FEBRA20063720 


0 


8.106 


FEBRA20078800 


0 


10.469 


FEBRA20090220 


0 


12.173 


HCHON20000870 


0 


7.237 


HLUNG20068120 


25.03 


0 


MESAN20008150 


0 


38.598 


MESAN20027900 


0 


17.599 


NT2NE201 53620 


0 


39.142 


NT2RP70001730 


0 


4.09 


NT2RP70012830 


0 


3.729 


NT2RP70027790 


0 


39.806 


NT2RP70057500 


0 


8.993 


NT2RP70064570 


0 


39.806 


NT2RP70090870 


35.801 


0 


NTONG20002230 


50.815 


0 


NTONG20005310 


100 


0 


NTONG20017620 


29.697 


0 


NTONG20029850 


100 


0 


NTONG20031580 


100 


0 


NTONG20032100 


100 


0 


NTONG20034540 


67.622 


0 


NTONG20036150 


80.903 


0 


NTONG20043080 


100 


0 


rvfrONG'20048440 


100 


0 


NTONG20049180 


63.818 


20.184 


NTONG20053630 


100 


0 


NTONG20053730 


100 


0 


NTONG20053910 


100 


0 


NTONG20055200 


10.784 


3.411 


hrrONG20058010 


100 


0 


NTONG20058220 


100 


0 


OCBBF201 10730 


0 


11.1 


OCBBF201 77540 


0 


16.869 


OCBBF201 77910 


0 


22.909 


PROST20016760 


0 


2.669 


PROST20042700 


0 


33.088 


PROST20050390 


0 


30.175 


PROST20063430 


50.958 


0 


PROST201 30320 


0 


11.979 


PUAEN1 0000650 


7.056 


0 


PUAEN1 0001 640 


0 


13.798 


PUAEN20003120 


0 


1 9.799 


SKMUS20006790 


5.155 


0 


SKNMC20006350 


0 


3.316 


^KNc;i-i9nnn7i ro 

OrxINOnfcUUUf 1 Ov 


0 
v 




SMINT20030740 


0 


5.666 


SMINT20035510 


0 


28.25 


SMINT20089210 


0 


7.006 


SPLEN20024930 


0 


12.254 
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5 



10 



15 



20 



25 



30 





^oUI 1 III lUCVJ^ 




Clone ID 


NTONG 


CTONG 


SPLEN20040780 


0 


20.5 


SPLEN20063250 


0 


8.016 


SPLEN20181570 


0 


4.523 


SPLEN201 87490 


0 


23.141 


TESTI20047370 


0 


1.998 


TESTI20057880 


0 


15.357 


TESTI20064530 


0 


10.734 


TESTI20079980 


0 


8.166 


TESTI20105130 


0 


4.825 


TESTI201 18460 


63.366 


0 


TESTI20121040 


0 


17.698 


TESTt201 97290 


0 


62.139 


THYMU1 0004280 


0 


2.363 


THYMU20030460 


14.321 


4.53 


THYMU20055460 


0 


10.818 


THYHN20089900 


0 


37.939 


THYMU20121040 


0 


54.423 


THYMU20139160 


1.905 


4.82 


THYMU201 45990 


0 


37.385 


TRACH20011010 


0 


28.476 


TRACH20090060 


0 


6.234 




n 
u 


^ i .4 1 0 


UTERU20000950 


0 


2.374 


UTERU20016580 


0 


13.562 


UTERU20045200 


0 


37.961 


UTERU20083020 


15.017 


0 



35 



40 



45 



50 
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Table 16 
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Table 37 



5 



10 



15 



25 



35 



Clone ID 


FEHRT 


HEART 


BRAMY20043630 


0 


7.465 


BRAMY20072870 


0 


76.411 


BRAMY20227860 


0 


2.943 


BRAWH20093070 


0 


25.522 


BRCAN1 0001680 


0 


14.799 


FCBBF30053300 


86.185 


0 


FEBRA20078800 


0 


33.301 


FEBRA20090220 


0 


9.681 


HCHON20000870 


0 


23,022 


HEART1 0001420 


0 


100 


HEARTI 0001 490 


0 


14.37 


HEART20009590 


0 


100 


HEARr20019310 


0 


100 


HEART20022200 


0 


100 


HEART20031680 


0 


100 


HEART20047640 


0 


100 


HEART200631 00 


0 


100 


HEARr20082570 


0 


100 


HLUNG20083960 


0 


40.294 


PLACE60088240 


0 


67.95 


PLACE601 20280 


0 


50.712 


PROST20016760 


0 


8.491 


PROST20035170 


0 


23.745 


PROST20062820 


0 


67.646 


PROST201 27450 


0 


48.135 


SKMUS20006790 


0 


5.186 


SKMUS20008730 


0 


27.003 


TESTI20270130 


0 


83.925 



Table 38 



40 



45 



50 



55 



Clone ID 


FEKID 


KIDNE 


ASTR020009140 


0 


19.518 


BGGI120010750 


0 


4.532 


BRACE20054480 


0 


29.719 


BRACE20062580 


0 


2,613 


BRACE20219360 


0 


59.494 


BRAMY20001510 


68.103 


0 


BRAMY20003540 


0 


4.676 


BRAMY20003880 


0 


16.882 


BRAMY20043630 


0 


3.51 


BRAMY20204270 


0 


3,618 


CTONG20033750 


0 


59,93 


CTONG20039370 


0 


59.93 


CTONG20045500 


0 


59.93 


FCBBF20023490 


0 


14.59 


FEBRA20039260 


0 


7.084 


FEBRA20040290 


0 


7.711 
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Table 38 (continued) 



5 



10 



15 



20 



25 



30 



35 



45 



55 





rtMU 




n cAml 0001 490 


0 


20.269 


HLUNG20041 590 


0 


A TA A 

4.744 


HLUNGSOOdo 120 


0 


11.84 


HLUNG20072450 


88.657 


3.599 


HLUNG20083960 


0 


18.946 


KIDNE20011600 


0 


100 


KIDNE20O163 


0 


59.589 


KIDNE20024380 


0 


100 


KIDNE20027980 


0 


100 


KIDNE20080690 


0 


5.861 


KIDNE20081170 


0 


100 


KIDNE20083150 


0 


100 


K1DNE20083620 


0 


100 


KIDNE20084030 


0 


40.03 


KIDNE20084040 


0 


34.084 


KIDNE20084730 


0 


100 


KIDNE20084800 


0 


100 


KIDNE20086490 


0 


87,61 


KIDNE20086660 


0 


47.013 


K1DNE20086970 


0 


100 


KIDNE20087880 


0 


28.683 


KIDNE20088240 


0 


100 


KIDNE20089870 


0 


3.987 


KIDNE20091090 


0 


100 


KIDNE20094260 


0 


100 


KiDNE20094670 


0 


59.494 


KIDNE20095530 


0 


100 


KIDNE20133460 


0 


100 


KIDNE201 33880 


0 


100 


KIDNE20134130 


0 


65.363 


KIDNE201 34890 


0 


100 


KIDNE20137310 


0 


100 


KIDNE20138450 


0 


38.971 


KIDNE20140870 


0 


22.93 


KIDNE20141120 


0 


100 


KIDNE20141700 


0 


100 


KIDNE201 42680 


0 


100 


KIDNE20142900 


0 


31.732 


KIDNE201 43200 


0 


100 


KIDNE20147170 


0 


100 


KIDNE201 48080 


0 


100 


K1DNE201 49780 


0 


60.365 


KIDNE201 50730 


0 


100 


KIDNE201 52440 


0 


100 


KIDNE201 54330 


0 


100 


KIDNE201 54830 


0 


100 


KIDNE20155980 


0 


100 


KIDNE20157100 


0 


100 


KIDNE201 60360 


0 


100 


KIDNE20160960 


0 


100 
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Table 38 


(continued) 




Clone ID 


FEKID 


KIDNE 


KIDNE201 63710 


0 


100 


KIDNE201 65390 


0 


100 


KIDNE20169180 


0 


100 


KIDNE201 70400 


0 


19.556 


KIDNE201 73150 


0 


100 


KIDNE201 73430 


0 


36.673 


KIDNE201 76030 


0 


100 


KIDNE20181670 


0 


100 


KIDNE201 82540 


0 


100 


KIDNE20186170 


0 


100 


KIDNE201 88630 


0 


100 


KIDNE201 89890 


0 


100 


KiDNE201 89960 


0 


100 


KIDNE20191870 


0 


100 


OCBBF201 74890 


0 


32,241 


PLACE60073090 


0 


10,501 


PLACE60181870 


0 


49.921 


PROST200 16760 


0 


3.992 


PUAEN 10000650 


0 


6.676 


SKNMC20006350 


24,429 


0 


SPLEN20017610 


0 


42.429 


SPLEN20063250 


0 


3.996 


SPLEN20126110 


0 


50.05 


SPLEN201 35030 


0 


31.695 


TPQTIOfiflRI or\f\ 

1 Co 1 I^UUO l<cUU 


o 
u 


lo.oo/ 


TESTI20262150 


0 


40.96 


THYMU1 0004280 


0 


3.534 


THYMU20139160 


0 


2.704 


TRACH20011010 


0 


10.647 


Table 39 


Clone ID 


FELNG 


HLUNG 


BRAMY20001510 


0 


5.948 


BRAMY20043630 


0 


15.102 


BRAMY20204270 


0 


7.785 


BRAMY20227860 


0 


1.488 


CTONG20029030 


0 


28.504 


CTONG201 68460 


0 


76.291 


CTONG201 86290 


0 


61.67 


FEBRA20039260 


0 


7.62 


FEBRA20078800 


0 


33.686 


FEBRA201 63980 


0 


38.327 


HCHON20000870 


0 


23.288 


HLUNG20008460 


0 


67.54 


HLUNG20009260 


0 


100 


HLUNG20009550 


0 


100 


HLUNG20010130 


0 


100 


HLUNG20011260 


0 


100 
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Table 39 


(continued) 




Clone ID 


rcLlNVji 


HLUNG 


HLUNG20011440 


0 


100 


HLUNG20011460 


0 


76,577 


HLUNG20012140 


0 


100 


HLUNG20014590 


0 


36.045 


HHJNG20015070 


0 


17.804 


HLUNG20015180 


0 


4.723 


HLUNG20020500 


0 


100 


HLUNG20020850 


0 


67.488 


HLUNG20021450 


0 


68.006 


HLUNG20023030 


0 


100 


HLUNG20024050 


0 


100 


HLUNG20025620 


0 


100 


HLUNG20028110 


0 


76.618 


HLUNG20029420 


0 


100 


HLUNG20029490 


0 


81.173 


HLUNG20030420 


0 


100 


HLUNG20030490 


0 


100 


HLUNG20030610 


0 


100 


HLUNG20031620 


0 


80.237 


HLUNG20032460 


0 


44.037 


HLUNG20033060 


0 


36.529 


HLUNG20033310 


0 


100 


HLUNG20033350 


0 


100 


HLUNG20034970 


0 


79.349 


HLUNG20037140 


0 


100 


HLUNG20037160 


0 


100 


HLUNG20037780 


0 


44.761 


HHJNG20038330 


0 


100 


HLUNG20041540 


0 


100 


HLUNG2b041590 


0 


10.207 


HLUNG20042730 


0 


100 


HLUNG20045340 


0 


7.67 


HLUNG20047070 


0 


100 


HLUNG20050760 


0 


100 


HLUNG20051330 


0 


100 


HLUNG20052300 


0 


23.611 


HLUNG20054790 


0 


100 


HLUNG20055240 


0 


100 


HLUNG20056560 


0 


75.961 


HLUNG20057380 


0 


100 


HHJNG20059240 


0 


100 


HLUNG20060670 


0 


100 


HLUNG20063700 


0 


100 


HLUNG20065700 


0 


62.8 


HLUNG20065990 


0 


100 


HI LJNfipnnR7fiin 




100 


HLUNG20068120 


0 


50.947 


HLUNG20069360 


0 


100 


HLUNG20070410 


0 


100 


HLUNG20072100 


0 


54.241 
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Table 39 


(contlnuGd) 




done \u 


rbLlNb 


HLUNG 


HLUNG20072190 


0 


79.349 


HLUNG20072450 


0 


7.744 


HLUNG20074330 


0 


100 


HLUNG20079310 


0 


100 


HLUNG20081390 


0 


68.429 


HLUNG20081530 


0 


100 


HLUNG20082350 


0 


100 


HLUNG20083330 


0 


100 


HLUNG20083480 


0 


13.123 


HLUNG20083840 


0 


100 


HLUNG20083960 


0 


40.76 


HLUNG20084790 


0 


100 


HLUNG20085210 


0 


50.993 


HLUNG20088750 


0 


100 


HLUNG20092630 


0 


100 


HLUNG20093030 


0 


100 


HLUNG20094130 


0 


75.987 


KIDNE201 42900 


0 


68.268 


PROST20016760 


0 


8.589 


PROST20052850 


0 


57.701 


SKNMC20006360 


0 


2.134 


SMINT20035050 


0 


6.135 


SPLEN20012450 


0 


25.695 


TESTI20057590 


0 


17.804 


TESTI20061200 


0 


29.123 


TESTI20067480 


0 


18.856 


TESTI201 16050 


0 


30.168 


THYMU 10004280 


0 


7.603 


THYMU20010180 


0 


79.349 


THYMU20139160 


0 


1.939 


TRACH20011010 


0 


22.907 


UTERU20016580 


0 


43.64 


UTERU201 27030 


0 


66.318 



Table 40 



45 



50 



55 



Alteration of the expression level of each clone due to TNF-a stimulation to human monocyte cell line THP-1 
and alteration of the expression level of each clone due to co-culture of gastric cancer cell line MKN45 with Helico- 
bacter pylori, ctl, TNF_1 h, and TNF_3h in the column of THP-1 , respectively, Indicate the relative mRNA expression 
levels in unstimulated THP-1 , In the cell stimulated with 10 ng/mL TNF-a for 1 hour, and in the cell stimulated with 
10 ng/mL TNF-a for 3 hours; ctl. Hp, and AcagE in the column of MKN45 Indicate the relative mRNA expression 
levels in MKN45 cultured without Helicobacter pylori, in the cells co-cultured with cag PAI-positive Helicobacter 
pylori (TH2) (at a ratio of MKN45 : TN2 =1:100 ceils (colonies)) for 3 hours, and in the cells co-cultured with the 
cagE mutant (TN2AcagE) (at a ratio of MKN45 : TN2AcagE = 1:100 cells (colonies)) for 3 hours, respectively. 
[ATAC-PCR] 


Clone name 


THP-1 


MKN45 




ctl 


TNFJh 


TNF^3h 


ctl 


Hp 


AcagE 


ASTR020045840 

ASTR020055930 


1.5 

0.8 


2.3 

1.9 


1.9 

1.4 


2.3 
0.8 


2.4 
0.8 


0.2 
0.5 
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10 



20 



40 



50 



55 



Clone name 


THP-1 


MKN45 


ctl 


TNF_1h 


TNF_3h 


ctl 


Hp 


AcagE 


ASTn0200oB950 


1.0 


0.2 


2.5 


1.1 


0.3 


0.3 


DNGH420052350 


2.2 


2.2 


0.0 


0.5 


0.5 


3.2 


BRACE20052530 


2.6 


1.0 


0,3 


2.2 


1.0 


0.9 


D RACc200540B0 








0.8 


1.1 


1.0 


B RAM Y20003880 


1.5 


0.9 


0.6 


1.2 


0.0 


1.3 


B RAM Y20027390 


0.6 


4.2 


0.1 


2.9 


0.4 


0.1 


B RAM Y20028530 








0.5 


3.4 


4.1 


B RAM Y20035380 


1.3 


0.9 


0.8 


0.5 


1.7 


0.5 


B RAM Y20036530 








1.1 


0.3 


0.3 


B RAM Y20050940 


0.4 


0.0 


0.0 


0.2 


0.2 


1.0 


BRAMY20072440 








0.5 


0.5 


0.1 


BRAMY20096930 


3.8 


5.2 


4.7 


1.7 


2.4 


1.7 


BRAMY201 18410 


0.8 


3.7 


0.8 


2.7 


0.0 


0.0 


BRAMY20237190 


0.0 


2.3 


0.1 








BRAWH20055330 


2.5 


4.7 


2.8 


1.2 


1.3 


0.0 


BRAWH20078620 








1.9 


1.2 


1.0 


BRAWH201 90530 


0.6 


0.1 


0.0 


0.3 


0.0 


0.0 


BRCAN20001460 


1.0 


3.4 


4.1 


1.4 


1.6 


0.6 


BRHIP10000720 


0.3 


1.8 


1.4 


0.9 


0.0 


1.7 


BRHIP1 0001 040 


0.9 


0.7 


0.1 


0.0 


0.1 


0.0 


BRHIP20000210 


0.6 


0.6 


0.0 


2.0 


0.3 


0.0 


t*^ p^^^#%ft J 

BRSSN20001970 


0.8 


1.4 


1.3 


0.8 


0.7 


0.5 


BRSSN20091190 








0.6 


0.1 


0.8 


CD34C20001750 


0.0 


0.4 


2.0 








CTONG20078340 


0.3 


2.6 


1.6 


0.9 


0.7 


2.4 


CTONG20079590 


1.0 


1.2 


0.2 


0.1 


0.0 


0.0 


CTONG20083980 


0.0 


0.0 


0.0 


1.3 


1.8 


1.9 


CTONG2008521 0 


0.8 


1.2 


2.3 


0.1 


0.2 


. 0.1 


DFNES20063460 


1.7 


3.6 


2.7 


1.3 


2.0 


0.1 


DFNES20072990 


1.4 


1.9 


2.0 


5.0 


4.9 


4.2 


FCBBF20029280 


1.8 


5.6 


3.8 


2.3 


2.2 


2.3 


FCBBF20032930 


0.1 


0.1 


0.0 


1.7 


0.5 


0.5 


FCBBF20036360 


0.6 


0.7 


0.4 


0.4 


0.2 


0.2 


FCBBF30022680 


2.9 


1.0 


0.3 


2.9 


1.0 


0.3 


FCBBF30078600 


1.1 


2.6 


0.6 








FCBBF30 105080 


1.8 


1.6 


1.9 


0,2 


0.1 


0.0 


FCBBF301 69870 


1.1 


1.2 


0.2 


1,6 


0.3 


0.3 


FCBBF30225930 


2.2 


0.8 


1.0 


1.1 


0.7 


0.2 


FCBBF5000061 0 


2,1 


2.8 


2.2 


2.0 


2.2 


1.3 


FEBRA20007820 


0.0 


1.7 


2.4 


2.1 


1.4 


1.2 


FEBRA20031280 


0.1 


1.8 


4.5 


0.5 


0.0 


0.0 


FEBRA20031810 


1.4 


3.9 


3.5 


1.5 


2.1 


1.9 




2.0 


3.0 


2.5 








FEBRA20048280 


1.3 


0.3 


0.3 








FEBRA20084750 








2.5 


2.2 


0.3 


FEBRA201 82030 


3.0 


4.0 


4.2 


1.6 


0.3 


0.7 


HLUNG20041540 


0.0 


2.2 


2.2 


1.9 


2.4 


0.2 


HLUNG20092530 


0.3 


0.3 


3.1 


0.2 


0.2 


0.9 
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10 



40 



Clone name 


THP-1 


MKN45 


ctl 


TNFJh 


TNF_3h 


ctl 


Hp 


AcagE 


i/inMConnovinon 


1.6 


0.1 


0.3 


0.1 


0.0 


0.0 


1 r^KI CO/^AQyl DA A 

t\l UiN b£UUo4oUU 


0.6 


0.3 


0.0 


0.5 


0.6 


1.1 


r\IUlNh20i34i30 


0.4 


0.4 


0.5 


2.3 


1.2 


1.6 










1.1 


0.3 


0.3 


KlUiN t20i 86 1 70 


0.0 


0.0 


0.0 


0.6 


0.0 


0.0 


KIDiME20i BB630 


1.5 


0.5 


0.5 


0.4 


0.3 


0.0 


LI Vtn20u 07750 


1.3 


1.8 


0.3 


1.9 


0.7 


0.0 


R 4 A K I0AA0 4 OOA 

M ESAN2002 1 220 


1.7 


2.6 


1.6 


2.3 


0.9 


0.3 


M ESAN200841 50 


0.8 


2.6 


2.2 


1.7 


2.1 


1.1 


NT2NE20059210 








1.4 


0.4 


0.1 


NT2NE20082130 


1.8 


1.3 


0.5 


1.9 


0.3 


0.3 


NT2N E20092950 


1.3 


2.7 


3.4 


1.7 


2.4 


1.8 


NT2RP70031 070 


0.3 


0.9 


1.4 


0.4 


0.4 


0.0 


OCBBF2001 2520 


0.3 


0.3 


1.3 


0.9 


0.2 


1.2 


OCBBF201 10210 


4.5 


1.8 


0.5 


0.5 


0.5 


4.5 


OCBBF201 1 0730 


0.4 


0.6 


0.3 


0.1 1 


0.0 


0.0 


OCBBF201 55030 


1.1 


1.1 


0.9 


2.5 


0.8 


0.3 


OCBBF20 165900 


1.7 


4.4 


4.4 


.1.9 


3.3 


1.1 


OCBBF201 70350 


0.9 


5.4 


0.3 


0.3 


1.7 


1.5 


OCBBF201 76650 


0,5 


1.3 


0.5 


0.7 


0.7 


0.0 


Ol A CT^AAA^A AA 

P LAC E60006300 


0.8 


3.2 


1.0 


0.5 


0.5 


0.9 


PLACE60061370 


2.7 


0.8 


1.5 


1.2 


1.0 


1.3 


PROST20011160 


0.2 


1.7 


2.0 


1.3 


5.5 


1.7 


PROST20041460 


2.9 


0.1 


1.5 


0.6 


0.0 


0.0 


PROST200d51 00 


1.4 


1.9 


1.6 


5.3 


0.0 


0.0 


P ROST20075280 


1.7 


0.5 


0.5 


2.6 


0.5 


0.5 


P ROST20 1 06060 


0.2 


0.2 


2.0 


1.0 


0.6 


0.7 


PROST201 10120 


1.2 


0.6 


0.5 








SKMUS20091900 


1.2 


1.6 


0.3 


1.2 


2.6 


0.3 


SMINT20024140 








0.0 


0.1 


0.0 


SMINT20092160 


0.5 


0.7 


0.3 


1.3 


1.2 


0.3 


SPLEN20040780 


1.0 


2.8 


1.9 


0.3 


0.8 


0.1 


SPLEN201 10860 


2.4 


0.1 


7,6 


1.4 


0,1 


0.1 


S PL EN20 177400 


0.8 


3.3 


1.3 


1.3 


0.7 


0.3 


TE STI20038240 








0.1 


0.0 


0.0 


TCTOTI AAAil A ^ OA 

TESTI200431 30 


0.0 


0.1 


0.7 








TEST 120 046540 


1.1 


0.8 


0.2 


1.1 


0.8 


0.3 


1 ho 1 120047370 


0.4 


0.4 


0.5 


0.6 


0.0 


0.5 


"T"COTlOAAC"?OAA 

1 tS 1 120057200 


2.5 


0.0 


1.2 


1,1 


0.4 


0.3 


TCOTI'^AACTfCnA 

1 CO 1 120057590 


0.1 


0.1 


0.0 


3.8 


3.5 


2.2 


TCe"TIOA<i <l OA>l A 

1 to 1120 113940 


5.2 


0.2 


0.2 


4.4 


0.4 


0.4 


TESTI20 149880 








2.2 


0.2 


2.2 


TESTI20151800 


2.1 


3.3 


2.3 


2.5 


1.0 


0.3 


TESTI201 73050 


0.8 


0.6 


0.5 


1.8 


1.1 


1.0 


TESTI201 98600 








2.2 


0.2 


2.2 


TESTI20257910 


1.2 


0.3 


0,3 


1.2 


0.2 


0.7 


TESTI20262940 


1.5 


1.1 


0.2 


1.1 


1.3 


0.2 


THYMU20046770 








1.7 


0.5 


0.5 
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20 



Clone name 


THP-1 


MKN45 


ctt 


TNFJh 


TNF_3h 


Ctl 


Hp 


AcagE 


t nYlvlU2UU5o5oO 








1.9 


0.1 


0.1 


i nYMU20UD2520 


0.0 


0.0 


0.7 


0.2 


0.3 


0.1 


1 n YMU2UUD2/70 








1.6 


1.0 


0.3 


1 nYIviU2007o240 


0.3 


1.7 


2.9 


0.0 


1.0 


0.1 


In Y M U20 1 50 1 90 


0.2 


0.2 


0.6 


1.4 


0.5 


1.9 


TRACn201 25620 


1.1 


2.5 


1.6 


1.4 


1.4 


1.0 


TRACH2 01 49740 


9.4 


9.4 


0.9 


1.6 


2.1 


0.6 


TRACH201 90460 


2.0 


3.3 


3.1 


0,2 


1.1 


0.2 


UTERU20045200 


1.4 


2.6 


3.9 


0.9 


2.1 


2.5 


UTERU200641 20 


0.6 


2.7 


2.0 


0.6 


1.7 


0.4 


UTERU201 03200 


0.1 


0.0 


0.9 


2.4 


1.7 


0.9 


ADRGL20046760 








0.5 


0.5 


0.5 


ASTR020055530 


0.7 


2.4 


1.7 


0.8 


2.1 


1.6 


BRAMY20076130 


0.1 


1.4 


0.2 


0.1 


0.0 


0.0 


CTONG201 70940 


1.6 


0.8 


0.3 


0.5 


9.9 


0.5 


FCBBF20033360 


0.1 


0.4 


1.4 


6.4 


0.3 


0.7 


FCBBF30257370 


2.7 


0.3 


0.3 


2.2 


0.1 


2.2 


FCBBF60001650 


1.0 


1,6 


1.2 


1.3 


1.0 


0.9 


FEBRA20040290 


0.4 


1.9 


1.1 


0.4 


1.5 


1.4 


FEBRA20063720 


2.9 


3.3 


3.1 


1.5 


0.7 


1.4 


FEBRA20098040 


2,5 


2.1 


1.5 


4,2 


0.0 


0.3 


FEBRA201 08580 


1.4 


2.8 


2.8 


0.7 


0.2 


0.2 


M ESAN20021 860 


0.1 


1.2 


0.2 


0.9 


1.0 


0.9 


M ESAN20067430 


0.8 


3.0 


1.5 


0.0 


0.3 


0.0 


NT2NE20045190 


0.7 


0.2 


0.2 


0.8 


0.6 


0.2 


PROST20016760 








1.1 


3.4 


2.3 


SKNSH20007160 


0.6 


0.3 


0.2 


1.1 


0.7 


0.6 


SMIfsrr20006020 


2.5 


1.0 


0.3 


2.4 


0.3 


0,3 


TESTI20059370 


0.0 


0.2 


0.3 


0.0 


0.0 


0.0 


TESTI201 03690 


0.0 


0.0 


0.0 


0.8 


0.3 


0.3 


TESTI20264480 


0.0 


0.1 


0.6 


0.8 


0.6 


0.0 


THYMU1 0004280 


0.2 


2.2 


0.2 


0.2 


1.1 


1.4 


THYMU20030460 


0.2 


0.6 


0.2 


0.6 


0.8 


2.4 


TRACH20090060 


0.5 


0.3 


2.0 


0.0 


6.8 


1.7 


UTERU20041970 


1.6 


1.1 


1.5 


0.0 


3.5 


2.4 


BRAMY201 25360 


0.8 


1.6 


1.1 


0.0 


0.0 


0.0 


OCBBF201 42290 


0.2 


0.9 


0.3 


0.1 


0.4 


0.0 


SKMUS20006790 


0.7 


0.5 


0,3 


1.0 


0.8 


0.7 


TESTI20030610 


0.1 


2.0 


1.7 


0.0 


0.3 


0.0 


UTERU20026620 


0.4 


4.2 


4.2 


2.4 


2.7 


0.9 



SO 

Homology Search Result Data 

[0313] Data obtained by the homology search forfuil-length nucleotide sequences and deduced amino acid sequenc- 
es. 

^ [031 4] In the result of the search shown below, both units, aa and bp, are used as length units for the sequences to 
be compared. 

[0315] Each data includes Clone name, Definition In hit data, Rvalue, Length of sequence to be compared, Homology, 
and Accession number (No.) of hit data. These Items are shown in this order and separated by a double-slash mark, //. 
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ADRGL20020290//Human placental equilibrative nucleoside transporter 1 (hEtsm ) mRNA, complete cdsV/l .70E-240// 
456aa//100%//U81376 

ADRGL20021910//Homo sapiens transmembrane protein B7-H2 ICOS llgand mRNA, complete cd8.//2.50E-88// 
168aa//100%//AAG011 76 

5 ADRGL20022600//DIAPHANOUS PROTEIN HOMOLOG 1 {P140MDIA)y/2.00E-07//121aa//36%//008808 
ADRGL20023920//ABC1 PROTEIN HOIVIOLOG PRECURSORy/1.40E-98//467aa//45%//Q92338 
ADRGL20026790//Homo sapiens PLIC-1 mRNA, complete cds.//6.10E-05//169aa//31%//AF293384 

ADRGL20027630 
ADRGL20036380 

10 ADRGL20036840//HLA CLASS I HISTOCOMPATIBILITY ANTIGEN, ALPHA CHAIN H 

PRECURSOR (HLA-AR) (HLA-12.4).//7.30E-68//131aa//96%//P01893 

ADRGL20040310 

ADRGL20040770 

ADRGL20046760 
IS ADRGL20047080 

ADRGL20047770 

ADRGL20057560 

ADRGL20059610//GLUCOSYLCERAMIDASE PRECURSOR (EC 3.2.1 .45) (BETA-GLUCOCEREBROSIDASE) (AC- 
ID BETA-GLUCOSIDASE) (D-GLUCOSYL-N-ACYLSPHINGOSINE GLUCOHYDROLASE) (ALGLUCERASE> (IMI- 
20 GLUCERASE).//3.00E-94//1 88aa//93%//P04062 

ADRGL20062330//Homo sapiens trabeculin-alpha mRNA. complete cdsy/1 .10E-128//439aa//68%//AF141968 
ADRGL20063770 

ADRGL20066770//elastin microfibril Interface located protein [Homo sapiens].//3.00E-31//210aa//44%//NP_008977 
ADRGL20067320 

25 ADRGL20079060//MUS musculus mRNA for Ky protein (muscle-specific proteln).//3.80E-266//281 aa//84%//AJ293727 
ADRGL20095330 

ASTRO20001910//Rattus norvegicus mRNA for annexin V-binding protein (ABP-10), partial cds.//2.20E-57//153aa// 
73%//D64062 
ASTRO20003720 
30 ASTRO20004820 

ASTRO20006530//Homo sapiens hook1 protein (HOOK1) mRNA, complete cdsV/l .80E-94//383aa//55%//AF044923 
ASTRO200091 40//PUTATI VE COMPETENCE-DAMAGE PROTEIN 7/2. 70E-06//1 67aa//29%//P46323 
ASTRO20010010 
ASTRO20010290 
35 ASTRO20012270 
ASTRO20020240 
ASTRO20020350 
ASTRO20022020 

ASTRO20026320//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) (UP-FRAMESHIFT SUP- 
40 PRESSOR 1 )y/1 .80E-47//432aa//33%//P30771 
ASTRO20027330 

ASTRO20038400//Homo sapiens zinc finger homeobox protein ZHX1 mRNA, complete cdsyy3.40E-78/y^82aa//42%// 

AF1 06862 

ASTRO20045840 

45 ASTRO20046280//PSU1 PROTEINy/1 .30E-42//228aa//36%//P53550 
ASTRO20047510 

ASTRO20050810//L-RIBULOKINASE (EC 2.7.1.16)7/1 .10E-43//512aa//30%//P94524 

ASTRO20052420//PROBABLE GUANINE NUCLEOTIDE REGULATORY PROTEIN TIM (ONCOGENE TIM) (P60 
TIM) (TRANSFORMING IMMORTALIZED MAMMARY ONCOGENE)y/4.80E-151//408aa//76%//Q1 2774 
50 ASTRO20053430//BAND 4.1 -LIKE PROTEIN 4 (NBL4 PR0TEIN)y/1 .80E-58//307aa//38%//067457 
ASTRO20055530 

ASTRO20055570//MAJOR PRION PROTEIN PRECURSOR (PRP) (PRP27-30) (PRP33-35C) (ASCR)y/5.40E-72// 

137aa//100%//P04156 

ASTRO20055930 

55 ASTRO20058960//DNA damage Inducible protein homolog - fission yeast (Schlzosaccharomyces pombe)//1 .90E-1 4// 
205aa//31%//T39541 
ASTRO20069200 

ASTRO20075150//TNF RECEPTOR ASSOCIATED FACTOR 3 (CD40 RECEPTOR ASSOCIATED FACTOR 1) 
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(CRAF1) {CD40 BINDING PROTEIN) (CD40BP) (LMP1 ASSOCIATED PROTEIN) (LAP 1)7/1. 00 E-25//60aa//98%// 
Q13114 

ASTRO20076660 

ASTRO20085080//T1PD PROTEIN.//1 .80E-58//307aa//37%//015736 

5 ASTRO20088950//LACTASE-PHLORIZIN HYDROLASE PRECURSOR (LACTASE-GLYCOSYLCERAMIDASE) [IN- 
CLUDES: LACTASE (EC 3.2.1.108); PHLORIZIN HYDROLASE (EC 3.2.1 .62)].//7.80E-85//331aa//48%//P09848 
ASTRO20089600//MUS musculus sacsin gene, complete cds7/1.10E-05//198aa//26%//AF1 93557 
ASTRO20090680//M.musculus mRNA for IB3/5-polypeptide7/1 .60E-173//412aa//78%//X79131 
ASTRO20091180 

10 ASTRO20091770 
ASTRO20141740 

BGGI120000670//Rattus norvegicus myosin heavy chain Myr 8b mRNA, complete cds7/1.660E-05//86aa//36%// 
AY004215 

BGGI120010750//Rattus norvegicus mRNA for SECIS binding protein 2 (sbp2 gene)7/7.90E-305//812aa//71%// 
15 AJ251245 

BNGH41 0000570 

BNGH420008150//Human SH3 domain-containing proline-rich kinase (sprk) mRNA, complete cds7/3.40E-139// 

326aa//82%//U07747 

BNGH420014080 

20 BNGH420015760//MUS musculus mRNA for JNK-blndIng protein JNK6P1 , complete cds7/1 .60E-1 30//381 aa//60%// 
AB029482 
BNGH420021680 

BNGH420023870//RIBONUCLEASE INHIBIT0R7/4.70E-41//31 4aa//34%/yP1 0775 
BNGH420024870 

25 BNGH420035290//MYOSIN HEAVY CHAIN KINASE B (EC 2.7.1 .1 29) (MHCK B) 7/7.60 E-37/y273aa//35%//P90848 
BNGH420036410 
BNGH420040760 
BNGH420042910 
BNGH420045380 

30 BNGH420046790//immunoglobulln lambda light chain variable region [Homo Sapiens].//5.00E-47//84aa//100%// 
AAG24674 
BNGH420052350 

BNGH420059680//DIPZ PROTEIN.//3.00E-1 3//1 66aa//31 %//Q1 0801 
BNGH420061350 
35 BNGH420062340 

BNGH420070370//ZING FINGER PROTEIN GLI1 (GLI) 7/3.20 E-65//165aa//59%//P47806 

BNGH420074600//DNA-DIRECTED RNA POLYMERASE III 128 KDA POLYPEPTIDE (EC 2.7.7.6) (RNA POLYIVIER- 

ASE 111 SUBUNIT 2)7/5.40E-214//522aa//72%//P25167 

BNGH420075940 

40 BNGH420077980//Rattus norvegicus ankyrin binding cell adhesion molecule neurofascin mRNA, alternatively spliced 
fomi, partial cds.//0//588aa//98%//U81 036 
BNGH420085100 

BNGH420086030//N-CHIMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHlMAERIN)7/2.30E-21//130aa// 
40%//P15882 

45 BNGH420087430//1VIUS musculus mRNA 1 for phtf proteln7/5.80E-118//237aa//57%//AJ1 33721 

BRACE1 000051 0//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN)7/4.70E-12//132aa//37%// 
P26371 

BRACE20003310//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//1.00E-205//604aa//71%// 
Q03923 

50 BRACE20007330//RING CANAL PROTEIN (KELCH PROTEIN).//4.60E-66//562aa//31 V/Q04652 
BRACE20009050 

BRACE20014450//MUS musculus mRNA for Ndrl related protein Ndr2, complete cds7/3,20E-1 50/^91 aa//95%// 
AB033921 
BRACE20017790 
55 BRACE20018810 
BRACE20025820 
BRACE20038920 

BRACE20050870//PRE-MRNA SPLICING HELICASE BRR2 (EC 3.6.1.-).//8.40E-59//584aa//31%//P32639 
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BRACE20051600 

BRACE20051930//NEUROPILIN PRECURSOR (AS PROTEIN) (A5 ANTIGEN).//5.50E-20//179aa//30%//P28824 
BRACE20052430//Homo sapiens AMSH mRNA, complete cdsy/4.30E-75//272aa//53%/AJ73522 
BRACE20052530 
5 BRACE20054080 
BRACE20054480 

BRACE20054600//Xenopus laevis mRNA for Klelin. complete CGlsy/4.30E-70//205aa//60%//AB026192 
BRACE20055560 
BRACE20057870 
10 BRAOE20059110 
BRACE20059810 

BRAGE20061620//ZING-BINDING PROTEIN A33.//3.60E-30//329aa//28%//Q02084 
BRACE20062580 

BRAGE20063540//MEROZOITE SURFACE PROTEIN CMZ-8 (FRAGMEISIT).//1.60E-10//164aa//35%//P09125 
15 BRACE20065470//Xenopus laevis ubiquitin-like fusion protein mRNA, complete cds.//6.70E-63//1 70aa//71 %//L08474 
BRACE20066360 
BRACE20068710 

BRACE20069000//CLN3 PROTEIN (BATTENIN) (BATTEN'S DISEASE PROTEIN)7/1.20E-147//279aa//100%// 
01 3286 
20 BRACE20069110 
BRACE20069440 

BRACE20079200//Xenopus laevis mRNA for Kielin, complete cdsy/3.10E-15//63aa//58%//AB026192 
BRAGE20079370//microtubule associated-protein orbit [Drosophila melanogaster].//8.00E-42//282aa//36%// 
BAA94248 

25 BRAGE20097540//Homo sapiens protein serine/threonine phosphatase 4 regulatory subunit 1 (PP4R1 ) mRNA, com- 
plete cdsy/2.80E-96//1 93aa//96%//AF1 1 1 1 06 
BRACE20098860 
BRACE20099070 

BRACE20194670//UDP-GALACTOSE TRANSLOCATOR (UDP-GALACTOSE TRANSPORTER) (UGT) (UDP-GAL- 
30 TR).//1.40E-32//72aa//98%//P78381 

BRACE201 961 80//Homo sapiens HfAG domain protein HMGX2 (HMGX2) mRNA. complete cds.//6.90E-154//235aa// 
91 %//AF1 46223 

BRACE20196960 . 

BRACE20200770//PROTEIN IVIOV-1 07/3.30E-24//1 1 3aa//50%//P23249 
35 BRACE20200970 

BRACE20204670//PROTEIN-TYROSINE PHOSPHATASE ALPHA PRECURSOR (EC 3.1.3.48) (R-PTP- ALPHA).// 
4.30E-237//428aa//99%//P1 8433 
BRACE20205840 
BRACE20207420 
40 BRACE20212450 

BRACE2021 541 0//PROTEIN-TYROSINE PHOSPHATASE YVH1 (EC 3.1 .3.48) (PTPASE 

YVH1 )y/2.90E-08//136aa/y31 %//Q02256 

BRACE2021670O 

BRACE2021 6950//4F2 CELL-SURFACE ANTIGEN HEAVY CHAIN (4F2HC) (LYMPHOCYTE ACTIVATION ANTIGEN 
45 4F2 LARGE SUBUNIT) (4F2 HEAVY CHAIN ANTIGEN) (CD98 ANTIGEN).//4.80E-66//94aa//90%//P081 95 

BRACE20219360 

BRAMY1 0000980 

BRAMY1 0001 730 

BRAMY20000210 
50 BRAMY20000250 

BRAMY20001510//Homo sapiens RING zinc finger protein (RZF) mRNA, complete cdsy/3.80E-131//245aa//99%// 
AF037204 

BRAMY20003540//1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-lll)y/0//745aa//99%//P61178 
55 BRAMY20003880 

BRAMY20005080//UBIQUmN CARBOXYL-TERMINAL HYDROLASE 16 (EC 3.1.2.15) (UBIQUITIN THIOLESTE- 
RASE 16) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 16) (DEUBIQUITINATING ENZYME 16) (UBIQUITIN 
PROCESSING PROTEASE UBP-M)y/2.70E-46//93aa//100%//Q9Y5T5 
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BRAMY20013670//PECANEX PROTEIN.//1.80E-84//300aa//56V/P 18490 
BRAMY20016780 
BRAMY20020440 
BRAMY20021580 
5 BRAMY20023390 
BRAMY20023640 
BRAMY20024790 
BRAMY20027390 

BRAMY20027990//Homo sapiens NEDL1 mRNAfor NEDD4-like ubiquitin ligase 1 , complete ccls.//4.60E-168//294aa// 
10 100%//AB048365 
BRAMY20028530 

BRAMY20028620//NICOTINATE-NUCLEOTIDE PYROPHOSPHORYLASE [CARBOXYLATING] (EC 2.4,2.19) (QUI- 
NOLINATE PHOSPHORIBOSYLTRANSFERASE [DECARBOXYLATING]) (QAPRTASE)y/9.70E-18//53aa//84%// 
Q15274 

15 BRAMY20035380//ZINC TRANSPORTER 1 (ZNT-1).//5.60E-40//211aa//35%//Q62720 

BRAMY20035830//Homo sapiens RCC1-like G exchanging factor RLG mRNA, complete cds.//3.60E-103//251aa// 

75%//AF060219 

BRAMY20036530 

BRAMY20036810 

20 BRAMY20038980//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/3.40E-1 7//407aa//23%//P26386 
BRAMY20039290 

BRAMY20040580//ZINC FINGER PROTEIN 135.//1.70E-29//115aa/>54%//P52742 
BRAMY20043620 

BRAMY20043630//Homo sapiens Ras-blnding protein SUR-8 mRNA, complete cds.//1 .30E-1 67//364aa//88%// 
25 AF068920 

BRAMY20044920/AJBIQUmN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2.15) (USIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUITOUS 
NUCLEAR PROTEIN HOMOLOGy/7.60E-28//86aa//4796//Q13107 
BRAMY20045210 
30 BRAMY20045420 
BRAMY20047560 
BRAMY20050640 
BRAMY20050940 

BRAMY20051 820//Human mRNA for Doc2 (Double C2), complete cds,//1 .90E-49//1 02aa//99%//D31 897 
35 BRAMY20052440 
BRAMY20053910 

BRAMY20055760//POTENTIAL PHOSPHOLIPID-TRANSPORTING ATPASE VA (EC 3.6.1 .-).//5.80E-130//393aa// 
59%//054827 

BRAMY20056620//Homo sapiens mccb mRNA for non-blotin containing subunit of 3-methylcrotonyl-CoA carboxylase, 
40 complete cdsy/3.00E-1 06//203aa//1 00%//AB050049 

BRAMY20056840//UBE-1 C2//2.40E-74//261 aa//53%//AB030505 

BRAMY20063750//Homo sapiens HRIHFB2007 mRNA, partial cdsy/3.40E-139//253aa//99%//AB0 15330 
BRAMY20072440 

BRAMY20072870//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE— COA LIGASE) (ACYL- ACTI- 
45 VATING ENZYME).//2.50E-1 5//88aa//46%//P1 6929 
BRAMY20073080 
BRAMY20074110 
BRAMY20074860 

BRAMY20076100//STEROIDOGENIC FACTOR 1 (STF-1) (SF-1) (STEROID HORMONE RECEPTOR AD4BP) 
50 (FUSHI TARAZU FACTOR HOMOLOG 1 ).//4.80E-66//1 32aa//94%//P50569 
BRAMY20076130 
BRAMY20076530 

BRAMY20083330//SYNAPSIN l.//4.50E-05//155aa//29%//P 17699 
BRAMY20083820 

55 BRAMY20089770//P2X PURINOCEPTOR 7 (ATP RECEPTOR) (P2X7) (PURINERGIC RECEPTOR) (P2Z RECEP- 
TOR).//3.30E-1 36//242aa//99%//Q99572 

BRAMY20091230//MITOCHONDRIAL UNCOUPLING PROTEIN 4 (UCP 4)7/4.60E-121//224aa//1 00%//095847 
BRAMY20093490//MUS musculus ublquitin-proteln ligase E3-alpha (Ubri) mRNA, complete cds.//7.80E-43//139aa// 
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55%//AF061555 

BRAMY20094890//A KINASE ANCHOR PROTEIN 4 PRECURSOR (MAJOR FIBROUS SHEATH PROTEIN) (FSC1) 
(P82).//4.60E-06//1 31 aa//27%//Q60662 
BRAMY20095080 
5 BRAMY20095670 

BRAMY20096930//rorpedo marmorata mRNA for male sterility protein 2-like protein (ms21 gene)./^.00E-63//1 39aa// 

82%//AJ272073 

BRAMY201 00680 

BRAMY20102900//Homo sapiens RU1 (RU1) mRNA. complete cds.//1.20E-47//1 51 aa//58%//AF1 681 32 
10 BRAMY201 07980 

BRAMY20111780//ZINC FINGER PROTEIN 135.//1.00E-139//416aa//57%//P52742 

BRAMY20117670//Musmuscuius mmDNAJA4mRNAformmDj4, complete cds.//3.20E-118//239aa//90%//AB032401 
BRAMY201 18410 

BRAMY20118490//GLYCEROL KINASE 2 (EC 2.7.1.30) (ATP:GLYCEROL 3-PHOSPHaTRANSFERASE 2) (GLYC- 
15 EROKINASE 2) (GK 2)7/1 .80E-48//247aa//40%//Q9X1 E4 
BRAMY20120170 
BRAMY201 23400 
BRAMY201 24970 
BRAMY20125170 

20 BRAMY20125360//L-ASPARAGINASE (EC 3.6.1.1) (L-ASPARAGINE AMIDOHYDROLASE).//3.30E-53//148aa// 
43%//Q9ZSD6 

BRAMY20125550//Homo sapiens mRNA for 28kO interferon responsive protein (IFRG28 gene).//4.40E-16//155aa// 
33%//AJ251832 
BRAMY201 26910 
25 BRAMY201 27310 
BRAMY201 27760 

BRAIVIY20134050//NUCLEOSOME ASSEMBLY PROTEIN 1-LIKE 2 (BRAIN-SPECIFIC PROTEIN, X- LINKED).// 
1 .40E-25//1 09aa//669d//P51 860 
BRAMY201 35720 

30 BRAMY20137360//Homo sapiens gene for TU12B1-TY, exon 12 and complete cds.//2.10E-18//257aa//31%// 
AB032786 
BRAMY201 39440 
BRAMY201 39760 

BRAMY20143870//PEPTIDYL-TRNA HYDROLASE (EC 3.1.1.29) (PTH).//6.80E-27//182aa//35%//P96386 
35 BRAMY20152510//PROTEIN-TYROSINE PHOSPHATASE STRIATUM-ENRICHED (EC 3.1.3.48) (STEP) (NEU- 
RAL-SPECIFIC PROTEIN-TYROSINE PHOSPHATASE) (FRAGMENT)y/4.80E-293//537aa//97%//P54829 
BRAMY201 55500 

BRAMY201 58650//CALMODULINy/1 .60E-16//1 1 6aa//42%//P04352 
BRAMY201 59250 
40 BRAMY201 60020 
BRAMY201 73480 

BRAMY20190550//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN EPS15) 
(AF-1 P PROTEIN)y/2.20E-226//464aa//89%//P42566 
BRAMY201 94680 
45 BRAMY20204270 

BRAMY20206340//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE PROTEIN.//4.20E-07// 

151aa//27%//P38011 
BRAMY20219620 

BRAMY20221600//H.sapiens mRNA for novel T-cel activation protein.//1.60E-130//245aa//99%//X94232 
50 BRAMY20223010//MUS musculus leucine-rich glioma-inaclivated 1 protein precursor, (Lgil) mRNA, complete cds.// 
2.00E-79//269aa//52%//AF24681 8 
BRAMY20225250 
BRAMY20225320 
BRAMY20227230 

55 BRAMY20227860//Homo sapiens dickkopf-3 (DKK-3) mRNA, complete cdsy/2.30E-69//147aa//92%//AF1 77396 
BRAMY20227960 

BRAMY20231150//PUTATIVE ACID PHOSPHATASE F26C11 .1 (EC 3.1 .3,2)y/2.30E-55//322aa//39%//Q09549 
BRAMY20234820//Homo sapiens mitotic checkpoint protein (MAD1) mRNA, complete cds.//1.30E-286//561aa// 
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100%//AF123318 
BRAMY20237190 

BRAMY20238630//rETRATRICOPEPTIDE REPEAT PROTEIN 4.//1.20E-147//276aa//99%//096801 
BRAMY20243120 

5 BRAMY20244490//ADENYLATE KINASE ISOENZYME 1 (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE) (AK1) 
(MYOK!NASE)y/2.50E-1 9//1 1 9aa//37%//P00571 

BRAMY20245140//Rattus norveglcus potassium channel (erg2) mRNA, complete cds.//1.00E-17B//427aa//81%// 

AF016192 

BRAMY20245350 

10 BRAMY20245760//Araneus diadematus flbroln-4 mRNA, partial cds.//7.90E-05//285aa//22%//U47856 

BRAMY20251210//EPHRIN TYPE-A RECEPTOR 7 PRECURSOR (EC 2. 7. 1 . 112) (TYROSINE-PROTEIN KINASE 
RECEPTOR EHK-3) (EPH HOMOLOGY KINASE-3) (EMBRYONIC BRAIN KINASE) (EBK) (DEVELOPMENTAL KI- 
NASE 1) (MDK-1).//3.80E-94//268aa//66%//Q61772 

BRAMY20251760//Homo sapiens BRI3 mRNA, complete cdsy/2.80E-131//242aa//95V/AF272043 
15 BRAMY20263000//DYSTROPHIA MYOTONICA-CONTAINING WD REPEAT MOTIF PROTEIN (DMR-N9 PRO- 
TEIN).//2.60E-134//430aa//59%//Q08274 
BRAMY20267780 
BRAMY20269040 
BRAMY20271140 

20 BRAMY2027451 0//60S RIBOSOMAL PROTEIN LI 27/1 .1 0E-39//1 02aa//82%//P30050 
BRAMY20285650 
BRAMY20287400 

BRAWH20014590//ZAKI-4 PROTEIN7/3.10E-92//187aa//93%//Q14206 
BRAWH20020470 
25 BRAWH20020600 

BRAWH20021910//FATTY ACYL-COA HYDROLASE PRECURSOR, MEDIUM CHAIN (EC 3.1.2.14) (THIOESTE- 

RASE B)y/1 .30E-1 1 1//460aa//49%//Q04791 

BRAWH20025490 

BRAWH2002601 0//AD021 protein [Homo saplens]//4.00E-56//245aa//44%//NP_057697 
30 BRAWH20027250 
BRAWH20030000 

BRAWH20039640//SLIT PROTEIN PRECURSORy/6.10E-19//282aa//31%//P24014 

BRAWH20040680//PUTATIVE TRANSCRIPTION ELONGATION FACTOR S-ll (TFIIS).//6.90E-06//179aa//29%// 
P52652 
35 BRAWH20047790 

BRAWH20050740//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING PRO- 
TEIN) (LP-1) (ZINC FINGER PROTEIN Z1 3)7/1 .60E-1 6//235aa//30%//Q 60821 
BRAWH20055240 
BRAWH20055330 
40 BRAWH20055780 
BRAWH20058120 

BRAWH20063010//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53).//2.60E-06//121aa//33%// 
015427 

BRAWH20078080 
45 BRAWH20078620 

BRAWH20080580//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/1 .0OE-116//316aa//63%//P51523 
BRAWH20082550 

BRAWH20082920//Human TFIIIC Box B-bindIng subunit mRNA, complete cdsy/1 .90E-36//72aa//100%//U02619 
BRAWH20093040//PROTEIN KINASE CLK2 (EC 2.7.1.-)y/2.70E-86//162aa//96%//P49760 
so BRAWH20093070//SYNAPSIN.//4,80E-06//245aa//28%//Q24546 

BRAWH20094900//MUS musculus mRNA for sialldase, complete cdsy/5.70E-73//310aa//50%//AB026842 
BRAWH20095900//ZINC FINGER PROTEIN 184 (FRAGMENT)y/1.20E-170//631aa//48%//Q99676 
BRAWH201 73790 

BRAWH20174330//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53).//4,50E-06//121aa//33%// 
55 015427 

BRAWH201 75230 
BRAWH201 76340 

BRAWH20176850//MUS musculus mRNA for nuclear protein ZAP, complete cdsy/9.50E-161//619aa//53%//AB033168 
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BRAWH201 82670 

BRAWH20183170//GRR1 PROTEIN7/9.30E-13//218aa//28V/P24814 
BRAWH201 85260 
BRAWH201 85270 
5 BRAWH201 86010 

BRAWH20188750//BIOTIN SYNTHESIS PROTEIN BIOC./^.80E-11//190aa//27%//P36571 
BRAWH20190530//Homo sapiens BNPI mRNA for braln-speclfic Na-dependent Inorganic phosphate cotransporter, 
complete cdsy/2.1 OE-1 09//1 1 8aa//1 00%//AB032436 

BRAWH20190550//PUTATIVE SERINEm^REONINE-PROTEIN KINASE PKWA (EC 2.7.1 .30 E-06//1 72aa// 
10 29%//P49695 

BRAWH20191980//PROLINE OXIDASE, MITOCHONDRIAL PRECURSOR (EC 1.5.3.-) (PROLINE DEHYDROGE- 
NASE) .//2.1 OE-1 25//234aa//99%//043272 

BRCAN10000760//UREA TRANSPORTER, ERYTHROCYTE 7/1 .30E-212//389aa//100%//Q 13336 
BRCAN10001050//PEANUT-UKE PROTEIN 2 (BRAIN PROTEIN H6).//1.40E-62//122aa//98%//043236 
15 BRCAN1 0001 680 
BRCAN20001480 

BRCAN20004180//alpha-1C-adrenerglc receptor splice form 2 - human//1.10E-22//76aa//76%//S65657 
BRCAN20005230//HEPARIN SULFATE N-DEACETYLASE/N-SULFOTRANSFERASE (EC 2.8.2.-) (N- HSST) 
(N-HEPARIN SULFATE SULFOTRANSFERASE) (GLUCOSAMINYL N-DEACETYLASE/N-SULFOTRANS- 
20 FERASE)7/8.90E-1 5//1 68aa//28%//P52849 

BRCAN20005410//Human 1(3)mbt protein homolog mRNA, complete cdsy/2.00E-95//378aa//50%//U89358 
BRC0C1 0000400 

BRCOC20000470//Homo sapiens DEI\/IE-6 mRNA, partial cds7/7.30E-37//252aa//28%//AF007170 
BRCOC20003600WACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1,34) (V-ATPASE AC45 
25 SUBUN IT).//5.90E-1 92//41 8aa//85W/P40682 
BRHIP1 0000720 

BRHIP10001040//tweety homolog 1 (Drosophila) [Mus musculusy/1 .30E-68//311aa//44%//NP_067299 
BRHIP20000210 
BRHIP20003590 
30 BRHIP20005060 
BRSSN20001970 

BRSSN2000561 0//Mus musculus semaphorin cytoplasmic domain-associated protein 3A (Semcap3) mRNA, complete 

cds.//6.30E-225//730aa//60%//AF1 27084 

BRSSN20005660 

35 BRSSN20066440//ZINC FINGER PROTEIN 202y/3.60E-37//1 69aa//37%//0951 25 

BRSSN20074640//HYPOTHETICAL 35.8 KDA PROTEIN IN PRP16-SRP40 INTERGENIC REGION.//4.50E-20// 

217aa//28%//P36163 

BRSSN20091190 

BRSSN20092440 

40 BRSSN20093890//Homo sapiens mRNA for Kelch motif containing protein, complete cds.//8.40E-13//203aa//30%// 
AB026190 

CD34C20001750//MHC CLASS I NK CELL RECEPTOR PRECURSOR (NATURAL KILLER ASSOCIATED TRAN- 
SCRIPT 4) (NEAT-4).//1 .1 OE-1 8//21 4aa//3596//P43630 
CT0NG1 0000090 
45 CTONG20000340 
CTONG20002790 

CTONG20004110//MUS musculus ankycorbin mRNA, complete cds.//6.20E-55//1006aa//24%//AF202315 
CTONG20004520/ldevelopment- and differentiation-enhancing factor 2; PYK2 C tenninus-associated protein [Homo 
Saplens].//2.00E-86//31 0aa//81 %//NP^003878 
50 CTONG20007660//Rattus norvegicus caspase recruitment domain protein 9 mRNA, complete cds.//7.30E-28//31 9aa// 
32%//AF311288 

CTONG20008190/A'PT1 -RELATED PROTEIN 2.//3.00E-30//160aa//40%//P 17609 

CTONG20008460 

CTONG20015240 

55 CTONG20017490//SEMAPHORIN 4A PRECURSOR (SEMAPHORIN B) (SEMA B).//3.10E-273//607aa//82%// 
Q62178 

CTONG20020660 

CTONG20020950//ZINC FINGER PROTEIN 37 (ZFP-37) (MALE GERM CELL SPECIFIC ZINC FINGER PROTEIN),// 
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7.40E-23//258aa//25%//P1 71 41 
CTONG20027660 

CTONG20029030//Homo sapiens Ras-binding protein SUR-8 mRNA, complete cds.//8.30E-25//402aa//28%// 
AF068920 

5 CTONG20030280//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/2.90 E-12//303aa//25%//Q00808 
GTONG20031150 
CTONG20031890 

CTONG20032930//microtubule associated-protein orbit [Drosophila melanogaster]//1 .00E-79//913aa//30%// 
BAA94248 
10 CTONG20033500 

CTONG20033610//Rattus norvegicus SNIP-a mRNA, complete cdsy/2.50E-145//567aa//41%//AF1 56981 
CTONG20033750//Drosophila melanogaster AAA family protein Bor (bor) mRNA, complete cds.//1 .40E-1 74//492aa// 
66%//AF227209 
CTONG20035240 

IS CTONG20036800 

CTONG20036990//BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN 

PRECURSOR (HSPG) (PERLECAN) (PLC).//1 .10E-10//247aa//27%//Q06793 

CTONG20039370 

CTONG20041160//Streptomyces ansochromogenes strain 71 00 SanE (sanE) gene, complete cds.//5.20E-05//133aa// 
20 35%//AF228524 

CTONG20041260//MUS musculus retinolc acid-responsive protein (Stra6) mRNA, complete cds.//1.30E-238//602aa// 
74%//AF062476 

CTONG20042640//NEUROBLAST DIFFERENTIATION ASSOCIATED PROTEIN AHNAK (DESMOYOKIN) (FRAG- 
M ENTS).//0//797aa//7396//Q09666 
25 CTONG20044230//MUS musculus zinc finger protein (Mtshi) mRNA. partial cdsy/1 .40E-289//601aa//89%//AF191309 
CTONG20044870 

CTONG20045500//ANION EXCHANGE PROTEIN 3 (CARDIAC/BRAIN BAND 3-LIKE PROTEIN) (CAE3/BAE3).// 
2.00E-1 9//276aa//30%//P48751 
CTONG20046690 
30 CTONG20049480 

CTONG20050490 

CTONG20051100//PUTATIVE METHYLTRANSFERASE (EC 2. 1 . 1 . -).//3.50E-29//72aa//87%//043709 
CTONG20051450/Aestls development protein PRTD [Homo sapiens] 7/9. 00 E-50//140aa//85%//AAG33852 
CTONG20052780//Homo sapiens mRNA for SH3 binding protein, complete cds7/B.OOE-21//125aa//42%//AB005047 
35 CTONG20063990//ZINC FINGER PROTEIN 1 957/4.30E-08//40aa//75%//01 4628 
CTONG20055670 

CTONG20055850//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds7/ 
1 . 1 0E-99/^48aa//78%//AF01 5264 
CTONG20056150 
40 CTONG20057750 
CTONG20057950 

CTONG20059130//MUS musculus prominin-IIke protein mRNA, partial cds7/7.50E-103//259aa//7796//AF128113 
CTONG20060040 
CTONG20061290 
4S CTONG20062730 

CTONG20063770//M-PHASE PHOSPHOPROTEIN 9 (FRAGMENT)V/1.80E-96//184aa//100%//Q99550 
CTONG20063930//BETA-CHIMAERIN (BETA-CHIMERIN).//3.50E-31//189aa//34V/Q03070 
CTONG20065240 
CTONG20065680 

so CTONG20066110//Homo sapiens DEME-6 mRNA, partial cds7/8.70E-164//557aa//53%//AF007170 

CTONG20068360//MITOCHONDRIAL CARNITINE/ACYLCARNITINE CARRIER PROTEIN (CARNITINE/ACYLCAR- 

NITINE TRANSLOCASE) (CAC)7/8.00E-30//248aa//35%//P97521 

CTONG20069320 

CTONG20069420 
55 CTONG20070090 

CTONG20070720//N-CHIMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAERIN)7/9.20E-25//180aa// 
33%//P30337 

CTONG20070780//SPERM-SPECIFIC ANTIGEN 2 (CLEAVAGE SIGNAL-1 PROTEIN) (CS-1)7/1.90E-122/^49aa// 



184 



EP1308 459A2 



97%//P28290 

CTONG2047091 0//Homo sapiens mRNA for 26S proteasome subunit p55. complete cds.//7.70E-227//400aa//1 00%// 
AB003103 

CTONG20071040//BETA CRYSTALLIN B2 (BP).//6.80E-25//195aa//34%//P26775 
5 CTONG20071680//HYPOTHETICAL 33.6 KDA PROTEIN IN TDK-PRFA INTERGENIC REGION.//7.40E-14//328aa// 
23%//P45869 

CTONG20072930//ZINC FINGER PROTEIN 41 (FRAGMENT).//4.10E-216//542aa//69%//P51814 
GTONG20073990 

CTONG20074000//MUS musculus teashirt 2 (Tsh2) gene, partial cdsy/0//1024aa//89%//AF207880 
10 CTONG20074170 
CTONG20074740 

CTONG20076230 

CTONG20076810//slte-1 protease of sterol regulatory element binding proteins [Cricetulus grlseus]//2.80E-245// 
483aa//93%//AF078l05 
15 CTONG20077760//SYNAPSIN I.//1 .70E-08//209aa//32%//P1 7599 

CTONG20078340//SUPPRESSOR PROTEIN SRP40.//4.1 0E-08//282aa//26%//P32583 

GTONG20079590//ALPHA-N-ACETYLGALACTOSAMINIDE ALPHA-2,6-SIALYLTRANSFERASE (EC 2.4.99.-) 
(ST6GALNACIII) (STY).//1 .80E-151//306aa//85%//Q64686 

CTONG20080140//HYPOTHETICAL 60.3 KDA PROTEIN R13G1 0.2 IN CHROMOSOME III.//8.40E-29//1 79aa//40%// 
20 Q21988 

CTONG20081840 
CTONG20083430 

CTONG20083980//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP).//4.60E-10//113aa//34%//P50552 
CTONG20084020 

25 CTONG20084660//ZINC FINGER PROTEIN 165.//3;30E-33//142aa//57%//P49910 

CTONG2008621 0//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1 .1 .-) (MDGL)./y3.60E-06//94aa// 
34%//P25234 
CTONG201 33720 
CTONG201 65590 

30 CTONG20165750//SON PROTEIN (SON3).//4.40E-239//427aa//99%//P18583 
CTONG201 66580 
CTONG201 67750 
CTONG201 68240 

CTONG201 68460 

35 CTONG20169040//KERATIN, TYPE I CYTOSKELETAL 15 (CYTOKERATIN 15) (K15) (CK 15).//6.00E-112//223aa// 
99%//P19012 
CTONG201 69530 

CTONG20170940//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN).//4.60E-10// 
93aa//36%//P80144 
40 CTONG201 74290//rRICHOHYALIN.//1 ,30E-07//340aa//21 %//P37709 
CTONG201 74440 

CTONG201 74580//Homo sapiens mRNA for vascular Rab-GAP/TBC-containIng protein complete cdsy/1.00E-115// 

335aa//61 %//NP_008994 

CTONG20176040//ADP-RIBOSYLATION FACTOR-LIKE PROTEIN 3 (ARD3).//1.70E-34//155aa//43%//P37996 
45 CTONG201 79390 

CTONG201 79890 

CTONG201 79980 

CTONG201 80620 

CTONG201 80690 
50 CTONG201 81350 

CTONG20183430//ANKYRIN 2 (BRAIN ANKYRIN) (ANKYRIN B) (ANKYRIN. NONERYTHROID).//4.60E-30//311aa// 
32%//Q01484 

CTONG201 83830//IRLB [Homo saplens]//1 .50E-1 04//1 91 aa//1 00%//CAA4501 3 
CTONG20184130 

55 CTONG20184830//ATP-BINDING CASSETTE, SUB-FAMILY A, MEMBER 1 (ATP-BINDING CASSETTE TR/VNS- 
PORTER 1) (ATP-BINDING CASSETTE 1).//1.30E-63//271aa//47%//P41233 
CTONG201 86140 

CTONG20186290//ALDEHYDE DEHYDROGENASE. DIMERIC NADP-PREFERRING (EC 1.2.1.5) (ALDH CLASS 
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3).//1 .50E-74//144aa//1 00%//P30838 

CTONG20186370//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.60E-52//324aa//33%//P51523 
CTONG20186520/yZINC FINGER PROTEIN MFG-3y/1.40E-197//643aa//53%//P16374 
CTONG20186550//cca3 protein - rat//2.10E-37//141aa//56%//T31081 
5 CTONG201 88080 

CTONG20189000//PROBABLE GUANINE NUCLEOTIDE REGULATORY PROTEIN TIM (ONCOGENE TIM) (P60 

TIM) (TRANSFORMING IMMORTALIZED MAMMARY ONCOGENE)y/1.10E-48//222aa//50%//Q1 2774 
CTONG20190290//39.1 KDA PROTEIN IN SURE-CYSC INTERGENIC REGION .//6.00E-15//132aa//31%//Q57261 
CTONG201 90630 

10 DFNES2001 6470//Homo sapiens SDP1 protein mRNA, complete cds.//4.90E-33//95aa//37%//AF076957 

DFNES20018000//CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//8.70E-23// 

306aa//30%//P33450 

DFNES20025500//Homo sapiens mRNA for paraplegin-like protein .//3.00E-29//68aa//94%//Y1 831 4 
DFNES200281 70//Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cds.//1 .40E-t65//393aa// 
15 78%//D14336 

DFNES20029660 
DFNES20032550 
DFNES20043710 

DFNES20046840//FORKHEAD BOX PROTEIN E1 (FORKHEAD- RELATED PROTEIN FKHL15) (THYROID TRAN- 
20 SCRIPTION FACTOR 2) (TTF-2).//6.20E-05//151 aa//32%//000358 

DFNES20056400//Homo sapiens diphthamide biosynthesis protein-2 (DPH2) mRNA, complete cdsy/5.40E-203// 
41 3aa//91 %//AF053003 

DFNES20057660//GRAVE'S DISEASE CARRIER PROTEIN (GDC) (MITOCHONDRIAL SOLUTE CARRIER PRO- 
TEIN HOMOLOG).//7.00E-31//247aa//33%//Q01 888 
25 DFNES20063460//PAB-DEPENDENT POLY(A)-SPECIFIC RIBONUCLEASE SUBUNIT PANS (EC 3.1.13.4) 
(PAB1 P-DEPENDENT POLY(A)- NUCLEASE) .//1 .90E-23//1 1 5aa//43%//P361 02 

DFNES20072990//HYPOTHETICAL46.7 KDA PROTEIN IN HOR7-COX7 INTERGENIC REGI0N.//1 .80E-22//31 Oaa// 
25%//Q04836 

DFNES20073320//MUS musculus RING-finger protein MURF mRNA, complete cdsy/6.70E-118//362aa//61%// 
30 AF294790 

DFNES20076340 

DFNES20080880//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP 
ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N-ACETYLGALACTOSAMINYL- 
TRANSFERASE) (GALNAC-T1 ).//2.00E-1 04//486aa//43%//Q1 0472 
35 DFNES20088810 

DFNES20094820//coronin-like protein [Schizosaccharomyces pombe)//3.60E-20//333aa//24%//CAB11184 
FCBBF10000230//H. sapiens mRNA from TYL gene.//3.30E-165//650aa//51%//X99688 
FCBBF1 0002200 

FCBBF10004760//Homo sapiens GAP-Iike protein (N61) mRNA, complete cds.//9.10E-82//412aa//44%//AF251038 
40 FCBBF2001 8680//RABPHILIN-3Ay/1 .70E-1 6//262aa%/30%//P47709 
FCBBF20020440 
FCBBF20021110 

FCBBF20023490//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
SPAC1 0F6.02C.//1 ,20E-90//505aa//39%//042643 
45 FCBBF20028980 
FCBBF20029280 
FCBBF20032930 

FCBBF20033360//RING CANAL PROTEIN (KELCH PROTEIN). //7,40E-33//234aa//32%//Q04652 

FCBBF20036430//MUS musculus arsenlte Inducible RNA associated protein (Airap) mRNA, complete cds7/1 .50E-51// 
50 152aa//57%//AF224494 

FCBBF20035490//GAP-associated tyrosine phosphoprotein p62 (Sam68) [Homo sapiens] >pirllA3821 9 GAP-associ- 

ated tyrosine phosphoprotein p62//1.50E-214//415aa//93%//NP_006550 

FCBBF20036360 

FCBBF20038230 
55 FCBBF20038950 

FCBBF20041380 

FCBBF20043730 

FCBBF20054390 
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FCBBF20056580//MUS musculus NSD1 protein mRNA, complete cclsV/3.40E^04//773aa//75%//AF064553 

FCBBF20069660 

FCBBF20061310 

FCBBF20066340//Homo sapiens nuclear dual-specif Iclty phosphatase (SBF1 ) mRNA, partial cds7/1 .20E-68/^1 2aa// 
5 49%//U93181 

FCBBF20070800 

FCBBF20070950//M1CRONUCLEAR LINKER HISTONE POLYPROTEIN (MIC LH) [CONTAINS: LINKER HISTONE 
PROTEINS ALPHA, BETA, DELTA AND GAMMA].//5.00E-10//601aa//20%//P40631 
FCBBF30000010 
10 FCBBF30001020 

FCBBF30001100//CRAG protein [Drosophila melanogaster]//7.40E-186//800aa//46%//CAA76938 
FCBBF30001150 

FCBBF30002270//HISTONE HV (H1.0) (H1(0)).//4.90E-62//154aa//84%//P07305 

FCBBF30002280//THIOREDOXIN PEROXIDASE 2 (THIOREDOX IN -DE PENDENT PEROXIDE REDUCTASE 2) 
15 (PROLIFERATION-ASSOCIATED PROTEIN PAG) (NATURAL KILLER CELL ENHANCING FACTOR A) (NKEF-A).// 

1 .20E-27//61 aa//98%//Q06830 
FCBBF30002330 

FCBBF30003810//Z1NC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//9.10E-93//313aa//53%// 
Q05481 

20 FCBBF30004340//Homo sapiens GalNAc>T9 mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase, 
complete cdsy/1 .60E-109//299aa//63%//AB040672 
FCBBF30004730 
FCBBF30005180 

FCBBF30005360//MUS musculus spemiatogenesis associated factor (SPAF) mRNA, complete cds.//0//894aa//84%// 
2$ AF049099 

FCBBF30005500//HYPOTHETICAL PROTEIN KIAA01 677/5. 80E-16//124aa//36%//Q99490 

FCBBF30019140//CHROMODOMAIN HELICASE-DNA-BINDING PROTEIN 3 (CHD-3) (Ml-2 AUTOANTIGEN 240 
KDA PROTEIN) (MI2-ALPHA).//0//725aa//82%//Q12873 

FCBBF30019180//SERINE/THREONINE PROTEIN PHOSPHATASE 2A, 65 KDA REGULATORY SUBUNIT A, AL- 
30 PHA ISOFORM (PP2A, SUBUNIT A, PR65-ALPHA ISOFORM) (PP2A, SUBUNIT A, R1 -ALPHA ISOFORM).//4.60E- 
233//451 aa//98%//P54612 
FCBBF30019240 

FCBBF30021900//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//4.10E-161//633aa//48%// 
Q05481 

35 FCBBF30022680//putative 6'-3' exonuclease//9.00E-1 2//200aa//25%//AAG29662 

FCBBF30026580//Homo sapiens retinoblastoma-associated protein RAP140 mRNA, complete cdsy/7.60E-27// 
367aa//28%//AF1 80425 

FCBBF30029250//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA-GLUCOSIDASE) 
(1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//4.00E-1 8//754aa//23%//P08640 
40 FCBBF30035570 

FCBBF30042610//Homo sapiens CTL2 gene.//2.10E-137//393aa//60%//AJ245621 
FCBBF30048420//rBX19 PROTEIN (T-BOX PROTEIN 19)7/1. 40 E-94//212aa//85%//060806 
FCBSF30053300//Human autoantlgen perlcentrlol material 1 (PCM-1) mRNA, complete cds7/0//708aa//90%//L27841 
FCBBF30056980 

45 FCBBF30062490//MUS musculus prominin-like protein mRNA, partial cds.//7.70E-85//21 0aa//79%//AF1 2811 3 
FCBBF30063990 
FCBBF30068210 

FCBBF30071500//Homo sapiens dentin phosphoryn mRNA, complete cds.//2.80E-09//675aa//22%//AF094508 
FCBBF30072440//Homo sapiens SARDH mRNA, alternatively spliced, complete cds7/1.70E-14//81aa//63%// 
50 AF095737 

FCBBF30072480 
FCBBF30074530 
FCBBF30074620 
FCBBF30075970 

55 FCBBF3007631 0//CAIV1P-DEPENDENT PROTEIN KINASE, BETA-CATALYTIC SUBUNIT (EC 2.7.1 ,37) (PKA C-BE- 
TA)7/8.20E-1 66//240aa//1 00%//P22694 
FCBBF30078600 
FCBBF30079770 
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FCBBF30080730//SPLICING FACTOR, ARGININE/SERINE-RICH 7 (SPLICING FACTOR 9G8)./y3.40E-70//1 36aa// 

95%//Q16629 

FCBBF30081000 

FCBBF30085560//HYPOTHETICAL 60.3 KDA PROTEIN R13G10.2 IN CHROMOSOME lll.//1.10E-87//531aa//38%// 
5 021 988 

FCBBF30088700 
FCBBF30089380 
FCBBF30091010 

FCBBF30091520//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 
10 (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/3.70E-09//631 aa//21%//P08640 

FCBBF30093170//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.10E-63//173aa//65%//P51523 

FCBBF30095410 

FCBBF30099490 

FCBBF30100080//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FACTOR).// 
15 1 .1 0E-57//1 08aa//1 00%//Q9941 8 

FCBBF30100120//MUS musculus semaphorin cytoplasmic domain -associated protein 3A (Semcap3) mRNA, complete 
cds.//2. 1 0E-1 92%/769aa//50%//AF1 27084 

FCBBF30100410//MUS musculus testls-specific Y-encoded-like protein (Tspyll) mRNA, complete cdsV/l ,90E-66// 
324aa//42%//AF0421 80 
20 FCBBF30101240 
FCBBF30101300 
FCBBF301 05080 

FCBBF30105440//Rattus norveglcus ion transporter protein (NRITP) mRNA, partial cds.//3.40E-36//82aa//91%// 
AF1 84921 

25 FCBBF30105860//microtubule associated-protein orbit [Drosopliila melanogaster].//1 .00E-79//556aa//33%// 
BAA94248 
FCBBF301 06950 

FCBBF30107290//MITOCHONDR1AL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR (EC 3. 4. 24. 64) 
(ALPHA-MPP) (P-56) (HA1523) (KIAA01 23)7/1 .00E-91//172aa//10O%//Q1 071 3 
30 FCBBF301 07330 
FCBBF30114180 

FCBBF30114850//Homo sapiens C2H2 (Kruppel-type) zinc finger protein mRNA, complete cds,//3.20E-24//249aa// 
34%//AF1 59567 
FCBBF301 15230 

35 FCBBF3011 5920//Homo sapiens nolp mRNA, complete cds.//9.40E-220//257aa//1 00%//AB01 7800 

FCBBF30118670//Homo sapiens disintegrin and metalloproteinase domain 19 (ADAM19) mRNA. partial cdsV/O// 
601 aa//97%//AF1 34707 

FCBBF30118890//Drosophila melanogaster La related protein (larp) mRNA, partial cds.//6.70E-25//221aa//35%// 
AF221108 
40 FCBBF301 25460 

FCBBF30125880//Homo sapiens single-strand selective monofunctional uracil DNA glycosylase mRNA, complete 
cds.//6.40E-81//96aa//1 00%//AF1251 82 
FCBBF301 28420 

FCBBF30129010//ZINC FINGER PROTEIN 36 (ZINC FINGER PROTEIN K0X18) (FRAGMENT).//1 .20E-1 79//322aa// 
45 100%//P17029 

FCBBF301 3041 0//CALDESMON (CDM).//3.30E-06//1 70aa//32%//P1 2957 
FCBBF301 30580 

FCBBF30132050//Homo sapiens mRNA for UDP-galactose:2-acetamldo-2-deoxy-D-glucose3beta-galactosyltrans- 
ferasey/2.10E-43//253aa//36%//Y15014 
50 FCBBF30132660//Drosophlla melanogaster Canton S tartan protein (trn) mRNA, complete cds.//2.00E-15//293aa// 
30%//U02078 

FCBBF30135890//GLUTENIN, LOW MOLECULAR WEIGHT SUBUNIT PRECURSOR.//2.60E-07//163aa//34%// 
PI 0385 

FCBBF30136230//NIL-2-A ZINC FINGER PROTEIN (NEGATIVE REGULATOR OF IL2) (TRANSCRIPTION FACTOR 
55 8).//0//1 090aa//94%//P37275 

FCBBF30138000//trg protein - rat//1. 30 E-82//560aa//37%//l 60486 

FCBBF30142290//dJ127B20,3 (novel PHD finger protein) [Homo Sapiens].//1 .00E-140//287aa//96%//CAB62994 
FCBBF30143550//FYVE FINGER-CONTAINING PHOSPHOINOSITIDE KINASE (EC 2.7,1. 68) (1-PHOSPHATIDYLI- 
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NOSITOL-4-PHOSPHATE KINASE) {PIP5K) (PTDINS(4)P-5- KINASE) (P235)y/0//1027aa/y91%//Q9Z1T6 

FCBBF301 46670 

FCBBF30161190 

FCBBF30153170//6-PHOSPHOFRUCTOKINASE, LIVER TYPE (EC 2.7.1.11) (PHOSPHOFRUCTOKINASE 1) 
5 (PHOSPHOHEXOKINASE) (PHOSPHOFRUCTO-1 -KINASE ISOZYME B)y/0//670aa//99%//P 17858 
FCBBF30157270//Rattus norvegicus PAPIN mRNA, complete cds.//1 .20E-179//639aa//58%//AF1 69411 
FCBBF30161780 

FCBBF301 6451 0//RETINAL-CADHERIN PRECURSOR (R-CADHERIN) (R-CAD).//0//794aa//98%//P56283 
FCBBF30166220//SERINE HYDROXYMETHYLTRANSFERASE, CYTOSOLIC (EC 2.1. 2.1) (SERINE METHYUSE) 
10 (GLYCINE HYDROXYMETHYLTRANSFERASE) (SHMT)y/2.70E-12//33aa//100%//P34896 

FCBBF30169280//Petunla x hybrida PGPD14 (PGPD14) mRNA, complete cds.//1 .40E-62//261aa//42%//AF049930 
FCBBF301 69870 
FCBBF301 70710 

FCBBF30171230//NEUROENDOCRINE CONVERTASE 2 PRECURSOR (EC 3.4.21.94) (NEC 2) (PC2) (PROHOR- 
15 MONE CONVERTASE 2) (PROPROTEIN CONVERTASE 2) (KEX2-LIKE ENDOPROTEASE 2).//1 .70E-82//1 81 aa// 
86%//P16519 
FCBBF301 72330 

FCBBF30173960//erythrold differentiation-related factor 1 [Homo sapiens]y/6.00E-32//113aa//100%//AAC00001 
FCBBF301 75350//MITOGEN-ACTIVATED PROTEIN KINASE 7 (EC 2.7.1 .-) (EXTRACELLULAR SIGNAL- REGULAT- 
20 ED KINASE 5) (ERK5) (ERK4) (BMK1 KINASE) 7/4.60 E-06//245aa//28%//Q 131 64 

FCBBF30177290//HYPOTHETICAL47.6 KDA PROTEIN C16C10.5 IN CHROMOSOME lll.//2.40E-28//133aa//46%// 
Q09251 

FCBBF30179180 
FCBBF301 79740 
25 FCBBF30181730 
FCBBF301 94370 

FCBBF30194550//ANKYRIN 1 (ERYTHROCYTE ANKYRIN) (ANKYRIN R) (ANKYRINS 2.1 AND 2.2)7/9.90E-54// 
478aa//33%//P16157 

FCBBF30195690//SYNAPTOTAGMIN I.//1 .30E-27//138aa//31%//P34693 
30 FCBBF301 95700 

FCBBF301 97840//Mouse mRNA for seizure-related gene product 6 type 2 precursor, complete cds.//0//869aa//91 %// 
D64009 

FCBBF30198670//dof protein - fruit fly (Drosophlla melanogaster)//6.60E-05//272aa//24%//T13712 
FCBBF30201 630//Chlamydomonas reinhardtii dhcl gene for 1 -alpha dynein heavy chalny/1 .1 0E-121//384aa//5896// 
35 AJ243806 

FCBBF30212210 

FCBBF3021 5240//mltogen Inducible gene mlg-2 - human//2.20E-1 35//263aa//96%//S69890 

FCBBF30220050//OXYSTEROLS RECEPTOR LXR-BETA (LIVER X RECEPTOR BETA) (NUCLEAR ORPHAN RE- 
CEPTOR LXR-BETA) (UBIQUITOUSLY-EXPRESSED NUCLEAR RECEPTOR) (NUCLEAR RECEPTOR NER).// 
40 6.90E-96//1 67aa//1 00%//P55055 

FCBBF30222910//MUS musculus Rap2 Interacting protein 8 (RPIP8) mRNA, complete cds.//4.70E-29//76aa//46%// 
U73941 

FCBBF30223110 

FCBBF30223210//PLEXIN 4 PRECURSOR (TRANSMEMBRANE PROTEIN SEX)y/1.70E-72//179aa//76W/P51805 
45 FCBBF30225930 

FCBBF30228940//Homo sapiens zinc finger protein dp mRNA, complete cds.//2.60E-14//114aa//42%//AF1 53201 
FCBBF30230610 

FCBBF30236670//Homo sapiens DEAD-box protein abstrakt (ABS) mRNA, complete cds.//1 .00E-128//276aa//91%// 
AF195417 

50 FCBBF30250980//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE PROTEINy/3.20E-06// 

190aa//28%//024076 

FCBBF30255680//Rattus norvegicus brain specific cortactln-binding protein CBP90 mRNA, partial cds.//1.80E-275// 
641 aa//82%//AF053768 

FCBBF30257370//CARNITINE DEFICIENCY-ASSOCIATED PROTEIN EXPRESSED IN VENTRICLE 1 (CDV-1 PRO- 
55 TE1N).//2.80E-1 69//355aa//92%//035594 

FCBBF30259050//MUS musculus (clone pMLZ-1) zinc finger protein (Zfp) mRNA, 3' end of cds.//1 .40E-241//499aa// 
83%//L36315 

FCBBF30260210//Drosophila melanogaster KISMET-L long isofonm (kis) mRNA, complete cds.//3.90E-178//420aa// 
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68%//AF215703 

FCBBF30260480//MUS musculus putative E1-E2 ATPase mRNA, partial cds7/1.80E-78//154aa//95%//AF156547 
FCBBF30263080//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)y/4.20E-33//107aa//68%//P51522 
FGBBF30266510 

5 FCBBF30271 990//ANKYRIN 1 (ERYTHROCYTE ANKYRIN).//3.00E-43//41 9aa//33%//Q02357 

FCBBF30275590//dedlcator of cyto-kinesis 1 [Homo Sapiens]y/1 .OOE-138//791aa//37%//NP_001371 
FCBBF30282020//cca3 protein - rat//5.50E-249//492aa//94%//T31 081 

FCBBF30285930//ZINC FINGER PROTEIN ZFP-1 (MKR1 PROTEIN).//5.70E-68//125aa//97%//P08042 
FCBBF30287940 

10 FCBBF40000610//late gestation lung 2 protein [Rattus norveglcus].//5.00E-86//178aa//94%//AAF44721 
FCBBF40001920 
FCBBF40005000 
FCBBF50000410 
FCBBF60000610 

15 FCBBF50001 660//Homo sapiens JP3 mRNA for Junctophilin type3. complete cds.//1 .20E-111//407aa//57%//AB042636 
FCBBF50003530//H. sapiens mRNA for dInG gene.//2.70E-1 37//1 81 aa//1 00%/m 0571 
FCBBF50004950 

FEBRA20005040//MYOSIN HEAVY CHAIN, STRIATED MUSCLE7/1 .90E-13//479aa//23%//P24733 
FEBRA20007820//MLN 64 PROTEIN (CAB1 PROTEIN).//7.00E-31//129aa//51%//Q14849 
20 FEBRA20018670 

FEBRA20026820//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) {HPF7).//2,20E-135//431aa//50%// 
Q05481 

FEBRA20027070//ZINC FINGER PROTEIN 41 (FRAGMENT)y/1 .00E-139//333aa//70%//P51814 

FEBRA20029620 

25 FEBRA20031 000//TRICHOHYALINy/2.20E-1 6//360aa//26%//P37709 

FEBRA20031150//Homo sapiens HSKM-B (HSKM-B) mRNA. complete cdsy/2.00E-29//63aa//1 00%//AF226063 

FEBRA20031280 

FEBRA20031810 

FEBRA20035200 

30 FEBRA20035240//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53)y/7.30E-06//108aa//31%// 
015427 

FEBRA20038220//GLUCOAMYI_ASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA-GLUCOSIDASE) 

(1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//7.50E-05/^56aa//24%//P08640 

FEBRA20038330 

35 FEBRA20038970//Homo sapiens mRNA for stabilin-1 (stabi gene)y/1 .30E-242//413aa//99%//AJ275213 
FEBRA20039070 

FEBRA20039260//NonF [Streptomyces griseus subsp. griseus]y/2.20E-16//140aa//38%//AAD37457 
FEBRA20040230 
FEBRA20040260 
40 FEBRA20040290 

FEBRA20040560//Homo sapiens delta-6 fatty acid desaturase (CYB5RP) mRNA, complete cds.//1 .70E-11 2//204aa// 
100%//AF1 34404 

FEBRA20045380//EVI-5 homolog [Homo saplens].//7.00E-49//130aa//81%//AAC16031 

FEBRA20046200//ANKYRIN 2 (BRAIN ANKYRIN) (ANKYRIN B) (ANKYRIN, NONERYTHROID)y/1.70E-25/y368aa// 
45 30%//Q01484 

FEBRA20046280 

FEBRA20046510//ZINC FINGER PROTEIN 135y/1 .10E-94//260aa//62%//P52742 
FEBRA20057010//ZINC FINGER PROTEIN 195.//1 .30E-12//47aa//70«///014628 

FEBRA20063720//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1)y/3.10E-243//586aa//73%// 
50 Q03923 

FEBRA20076200 
FEBRA200781B0 

FEBRA20078800//NADH-UBIQUINONE OXIDOREDUCTASE 20 KDA SUBUNIT PRECURSOR (EC 1.6.5.3) (EC 1, 
6. 99. 3) (COMPLEX I-20KD) (CI-20KD) (PSST SUBUNIT).//2.30E-96//1 92aa//96%i'/075251 
55 FEBRA20080860 
FEBRA20082660 
FEBRA20083410 
FEBRA20084750 
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FEBRA20086600 

FEBRA20087650//damage-specific DNA binding protein 2 (48kD) [Homo sapiens]//1.10E-106//119aa//94%// 
NP^000098 

FEBRA20088610//CELLULAR RETINALDEHYDE-BINDING PROTEIN (CRALBP).//2.40E-14//145aa//30%//P10123 
5 FEBRA2008881 0//FIBROBL GROWTH FACTOR-1 7 PRECURSOR (FGF-1 7).//1 .OOE-1 02//1 93aa//99%//060258 

FEBRA20090160//MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 10 (EC 2.7.1.-) (MIXED LINEAGE 
KINASE 2) (PROTEIN KINASE MST).//1 . 1 0E-1 5//11 1 aa//48%//Q02779 

FEBRA20090220//TRANSLATION INITIATION FACTOR EIF-2B EPSILON SUBUNIT (EIF-2B GDP-GTP EXCHANGE 
FACTOR)y/0//721 aa//90%//P47823 
io FEBRA20091620 

FEBRA20092760//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTEIN)y/2.50E-81//165aa// 
80%//P48059 
FEBRA20093270 
FEBRA20093280 
15 FEBRA20095410 
FEBRA20098040 

FEBRA20099860//dynactin 3 (p22); dynactin light chain [Homo Sapiens]//1.70E-41//89aa//100%//NP_009165 
FEBRA20101410 
FEBRA201 08020 
20 FEBRA201 08580 
FEBRA20115930 
FEBRA201 16650 
FEBRA20121200 

FEBRA20121950//X INACTIVE SPECIFIC TRANSCRIPT PROTEIN (FRAGMENT).//1 .60E-07//155aa//24%//P27571 
25 FEBRA20141980 

FEBRA20150420//HYPOTHETICAL 131 .6 KDA PROTEIN C02F12.7 IN CHROMOSOME X.//6.90E-56//877aa//24%// 
Q11102 

FEBRA20151750//MUS musculus (clone E5.53) Huntington disease (hdh) gene, exon 5.//2.60E-12//88aa//43%// 
L34024 
30 FEBRA201 63980 

FEBRA20170240//ZINC FINGER PROTEIN 75.//7.90E-158//278aa//99%//P51815 

FEBRA201 72230//MUS musculus schwannoma-associated protein (SAM9) mRNA, complete cdsV/l .70E-57//295aa// 
. 40%//AF026124 

FEBRA20173330//PROTEIN KINASE CLK3 (EC 2.7.1.->y/4.80E-277//490aa//99%//P49761 
35 FEBRA201 75020 
FEBRA201 75330 

FEBRA20177800//RNA binding motif protein 9 [Homo sapiensl.//4.00E-09//75aa//95%//NP_055124 
FEBRA201 80510 
FEBRA201 82030 
40 FEBRA201 87460 

FEBRA20191720//REGUI_ATOR OFG-PROTEIN SIGNALING 11 (RGS11).//2.00E-73//104aa//100%//094810 
HCH0N1 00001 50//SKELETAL MUSCLE LIM-PROTEIN 1 (SLIM 1) (SLIM) (FOUR AND A HALFLIM DOMAINS PRO- 
TEIN 1) (FHL-1).//4.10E-74//154aa//84%//Q13642 
HCH0N1 0001 660 

45 HCHON20000870//SERINEn^HREONINE-PROTEIN KINASE CTR1 (EC 2.7.1 .37).//2.10E-21//300aa//26%//Q05609 
HCHON20002650//EARLY GROWTH RESPONSE PROTEIN 2 (EGR-2) (KROX-20 PROTEIN).//9.90E-05//166aa// 

26%//P51774 

HCHON20002710//UBIQUmN CARBOXYL-TERMINAL HYDROLASE 13 (EC 3.1.2.15) (UBIQUITIN THIOLESTE- 
RASE 13) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 13) (DEUBIQUITINATING ENZYME 13).//7.40E-10// 
50 114aa//28%//P38187 

HCHON20015050//LEUKOCYTE ADHESION GLYCOPROTEIN P150.95 ALPHA CHAIN PRECURSOR (LEUKO- 
CYTE ADHESION RECEPTOR P1 50,95) (CD11C) (LEU M5) (INTEGRIN ALPHA-X).//8.60E-06//250aa//26%//P20702 
HEART10001420//MUS musculus skm-BOPI (Bop) mRNA, complete cds7/6.10E-259//485aa//94%//U76373 
HEART10001490//ACTIN INTERACTING PROTEIN 27/1 .80E-71//243aa//58%//P46681 
55 HEART20009590//Homo sapiens mRNA for paraplegin-like protein.//7.10E-47//145aa//67%/A'1 8314 

HEART20019310//MUS musculus RING-finger protein MURF mRNA, complete cds.//6.70E-118//362aa//61%// 
AF294790 

HEART20022200//METHIONINE AMINO PEPTIDASE 2 (EC 3.4.11.18) (METAP 2) (PEPTIDASE M 2) (INITIATION 
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FACTOR 2 ASSOCIATED 67 KDA GLYCOPROTEIN) (P67).//1 .60E-209//447aa//86%//P50579 
HEART20031680 

HEART20047640//CALCIUM/CALMODULIN-DEPENDENT 3'.5*-CYCLIC NUCLEOTIDE PHOSPHODIESTERASE 
1C (EC 3.1.4.17) (CAM-PDE 1C).//0//769aa//94%//Q63421 
5 HEART20063100//H. sapiens mRNA histone RNA halrpin-blnding protein.//5.60E-114/%212aa//100%/yZ71188 

HEART20082570//AMINOMETHYLTRANSFERASE PRECURSOR (EC 2.1 .2.10) (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) .//5.50E-1 1 3//21 0aa//69%//P28337 
HHDPC1 0001 140 

HHDPC20051850//STEROID RECEPTOR PROTEIN DG6.//9.50E-43//101aa//89%//016173 
io HHDPC20081 230//NUCL (PROTEIN C23).//0//681 aa//92%//P1 9338 
HHDPC20082790 
HHDPC20082970 
HHDPC20088160 

HLUNG20008460//DIAPHANOUS PROTEIN HOMOLOG 27/7.60E-33//521 aa//26%//060879 
15 HLUNG20009260 
HLUNG20009550 
HLUNG20010130 

HLUNG20011260//TYROSINE-PROTEIN KINASE SRC-1 (EC 2.7.1.112) (P60-SRC-1).//1.10E-46//92aa//100%// 
P13115 
20 HLUNG20011440 

HLUNG20011460//Rattus norveglcus serine-arginine-rich splicing regulatory protein SRRP86 mRNA, complete cds.// 

1 .20E-1 69//398aa//79%//AF234765 

HLUNG20012140 

HLUNG20014590//ZINC FINGER PROTEIN 1357/1 .20E-122//350aa//59%//P52742 
25 HLUNG20015070//SLIT PROTEIN PRECURSOR.//5.00E-14//167aa//33%//P24014 

HLUNG2001 51 80//BALBIANI RING PROTEIN 3 PRECURSORy/8.80E-08//444aa//24%//Q03376 
HLUNG20020500 

HLUNG20020850//rLM PROTEIN (TLM ONCOGENE).//5.00E-17//91aa//54%//P17408 
HLUNG20021450 
30 HLUNG20023030 
HLUNG20024050 
HLUNG20025620 

HLUNG200281 1 0//zlnc finger protein - fission yeast (Schizosaccharomyces pombe).//2.70E-23//140aa//38%//T39456 
HLUNG20029420 
35 HLUNG20029490 

HLUNG20030420//MUS musculus mRNA for MAIL, complete cds.//1 .00E-164//728aa//68%//AB020974 
HLUNG20030490//Ambystoma tigrlnum RPE65 protein mRNA, complete cdsV/l .70E-64//335aa//42%//AF047465 
HLUNG20030610 
HLUNG20031620 

40 HLUNG20032460//LYSOSOMAL PRO-X CARBOXYPEPTIDASE PRECURSOR (EC 3.4.16.2) (PROLYLCARBOX- 
YPEPTIDASE) (PROP) (PROLINE CARBOXYPEPTIDASE) (ANGIOTENSINASE C) (LYSOSOMAL CARBOX- 
YPEPTIDASE C) 7/8 . 60 E-274//440aa//99%//P42785 

HLUNG20033060//Homo sapiens GA.P-IIke protein (N61) mRNA, complete cds.//1 .20E-81//389aa//45%//AF261038 
HLUNG20033310 
45 HLUNG20033350 
HLUNG20034970 
HLUNG20037140 

HLUNG200371 60//RETROVIRUS-R ELATED ENV P0LYPR0TEIN.//1 ,90E-1 31 //439aa//64%//P 10267 
HLUNG20037780 
so HLUNG20038330 

HLUNG20041540//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 
(1 .4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//8.80E-08//286aa//24%//P08640 

HLUNG20041690//ublqultous tetratricopeptide containing protein RoXaN [Homo saplens].//1.00E-158//737aa//42%// 
AAF05541 

55 HLUNG20042730//CYTOCHROME P450 4A4 (EC 1 .1 4.14.1) (CYPIVA4) (PROSTAGLANDIN OMEGA- HYDROXY- 
LASE) (P450-P-2)7/4.90E-1 26//442aa//49%//P1 061 1 

HLUNG20045340//MOB2 PROTEIN (MPS1 BINDER 2).//4.60E-27//135aa//37%//P43563 
HLUNG20047070 
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HLUNG20050760 
HLUNG20061330 

HLUNG20062300//AIG1 PROTEIN.//3.00E-23/^1 6aa//30%//P54120 

HLUNG20064790//PHOSPHATIDYLINOSITOL 3-KINASE REGULATORY SUSUNIT (EC 2.7.1,137) (IB PI3-KINASE 
5 P101 SUBUNIT) (PTDINS-3-KINASE PI 01) (PI3K) (PI 01-PI3K).//8.30E-22//292aa//25%//002696 

HLUNG20055240 

HLUNG20056560 

HLUNG20057380 

HLUNG20069240 
10 HLUNG20060670 

HLUNG20063700//H.sapiens PEBP2aC1 acute myeloid leukaemia mRN Ay/3.60 E-22//62aa//79%/yZ35278 

HLUNG20065700 

HLUNG20065990//SYNTAXIN 4.//8.80E-127//267aa//96%//Q1 2846 
HLUNG20067810 

IS HLUNG20068120//NUCLEAR TRANSITION PROTEIN 2 (TP-2).//7.10E-06//86aa//38%//P11101 
HLUNG20069350//CALCYPHOSINE.//1.80E-13//128aa//31%//Q13938 
HLUNG20070410 

HLUNG20072100//Gallus gallus Dach2 protein (Dach2) mRN A, complete cds.//1 .40E-236//404aa//79%//AF1 98349 
HLUNG20072190 
20 HLUNG20072460 
HLUNG20074330 
HLUNG20079310 

HLUNG20081 390//DNAJ PROTEINy/1 .60E-1 7//98aa//47%//P3551 5 

HLUNG20081530//NEURORLAMENT TRIPLET H PROTEIN (200 KDA NEUROFILAMENT PROTEIN) (NF-H).//. 
25 1.90E-09//220aa//25%//P12036 

HLUNG20082350//Homo sapiens goodpasture antigen-binding protein (COL4A3BP) mRNA, complete cds7/0//399aa// 
93%//AF1 36450 

HLUNG20083330//alphal (III) collagen [Homo Saplens]//5.40E-61//113aa//99%//CAA29886 

HLUNG20083480//Chicken mRNA for TSC-22 variant, complete cds, clone SLFEST52.//9.00E-178//627aa//68%// 
30 D82364 

HLUNG20083840 
HLUNG20083960 

HLUNG20084790//HYPOTHETICAL 65.2 KDATRP-ASP REPEATS CONTAINING PROTEIN D2030.9 IN CHROMO- 
SOME l7/5.50E-47//161aa//53%//P90794 

35 HLUNG2008521 0//Homo sapiens intersectin 2 (SH3D1 B) mRNA, complete cdsy/9.60E-28/1 62aa//95%//AF248540 
HLUNG20088750 
HLUNG20092530 
HLUNG20093030 
HLUNG20094130 

40 KIDNE20011600 

KIDNE20016360//Rattus norvegicus potassium channel (erg2) mRNA, complete cdsy/0//418aa//96%//AF016192 

KIDNE20024380 

KIDNE20027980 

KIDNE200B0690//PROBABLE AMINOTRANSFERASE T01B11 .2 (EC 2.6.1 .-).//5.80E-114//445aa//48%//P91 408 
45 KIDNE20081170//Homo sapiens microtubule-based motor (HsKIFC3) mRNA, complete cds.//6,20E-153//216aa// 
99%//AF004426 
KIDNE20083150 

KIDNE20083620//L-ASPARAGINASE (EC 3.5.1 .1) (L-ASPARAGINE AM I DO HYDROLASE) 7/2. 60 E-53//148aa//43%// 
Q9ZSD6 
so KIDNE20084030 

KIDNE20084040//PHOSPHOLIPASE D1 (EC 3.1 .4.4) (PLD 1) (CHOLINE PHOSPHATASE 1) (PHOSPHATIDYLCHO- 
LINE-HYDROLYZING PHOSPHOLIPASE D1).//3.30E-70//134aa//1 00 V/Q 13393 

KIDNE20084730//Homo sapiens FH1/FH2 domain-containing protein FHOS (FHOS) mRNA. complete cds.//2.60E- 
1 48//699aa//52%//AF1 1 361 6 
55 KIDNE20084800 
KIDNE20086490 
KIDNE20086660 
KIDNE20086970 
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KIDNE20087880 

KIDNE20088240//atopy related autoantlgen CALC [Homo sapiens].//1 .00E-26//3O0aa//26%//CAA76830 
KIDN E20089870//HISTONE ACETYLTRANSFERASE TYPE B SUBUNIT2 (RETINOBLASTOMA BINDING PROTEIN 
P46) (RETINOBLASTOMA-BINDING PROTEIN 7)7/4.30E-237//422aa//99%//Q1 6576 
5 KIDN E20091 090 
KIDNE20094260 

KIDNE20094670//Drosophila melanogaster AAA family protein Bor (bor) mRNA, complete cds.//2.10E-124//399aa// 

59%//AF227209 

KIDNE20095530 

10 KIDN E201 33460//Homo sapiens mRNA for sperm proteln.//3.40E-1 46//284aa//1 00%//X91 879 
KIDN E201 33880 
KIDNE20134130 

KIDNE20134890//CENTROMERIC PROTEIN E (CENP-E P ROTE IN) 7/7. 70 E-05//169aa//21%//Q 02224 
KIDNE20137310 
15 KIDN E201 38450 

KIDN E20140870//2lnc finger protein 106 [Mus musculus]//2.10E-288//822aa//67%//AF060246 
KIDNE20141120 

KIDNE20141700//40S RIBOSOMAL PROTEIN S4, X ISOFORM (SINGLE COPY ABUNDANT MRNA PROTEIN) 
(SCR1 0)y/2.60E-72//1 53aa//89%//P1 2750 
20 KIDN E201 42680 

KIDNE20142900/n"HROMBOMODULIN PRECURSOR (FETOMODULIN) (TM) (CD141 ANTIGEN).//!. 80E-71// 

119aa//100%//P07204 

KIDN E201 43200 

KIDNE20147170//acetylglutamate synthase - fission yeast (Schizosaccharomyces pombe)y/8.40E-15//143aa//37%// 
25 T40666 

KIDN E201 48080 

KIDNE201 49780//NG28 [Mus musculusl//3.50E.66//367aa//44%//AAC97966 

KIDNE20150730//REGULATOR OF MITOTIC SPINDLE ASSEMBLY 1 {RMSA-1).//2.40E-06//84aa//41%//P49646 
KIDNE20152440//Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds.//1 .80E-181//388aa// 
30 93%//D87258 

KIDNE20154330//Rattus norvegicus mRNA for multi PDZ domain protelny/0//763aa//87%//AJ001320 
KIDN E201 54830 
KIDN E201 55980 
KIDNE20157100 

35 KIDNE20160360//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FACTOR).// 
7. 1 0E-40//1 94aa//41 %//Q9941 8 
KIDN E201 60960 
KIDNE201 63710 

KIDNE201 65390//Homo sapiens mRNA for beta-tubulin folding cofactor D.//0//709aa//94%//AJ00641 7 
<0 KIDNE20169180//UROMODULIN PRECURSOR (TAMM- MORS FALL URINARY GLYCOPROTEIN) (THP)MO// 
615aa//99%//P07911 
KIDNE201 70400 

KIDNE20173150//BOS taurus mRNA for mitochondrial aralkyi acylCoA:amlno acid N-acyltransferase.//2.90E-53// 
277aa//40%//AJ223301 

45 KIDNE201 73430//Homo sapiens PDZ domain contalning-protein (PDZK1) mRNA, complete cds.//7.90E-28//150aa// 
34%//AF012281 
KIDN E201 76030 
KIDNE20181670 
KIDN E201 82540 

50 KIDNE20186170//UDP-GLUCURONOSYLTRANSFERASE 2B13 PRECURSOR, MICROSOMAL (EC 2.4.1.17) (UD- 
PGT) (EGT10)y/4,40E-38//214aa//39%//P3651 2 
KIDNE201 88630 

KIDNE201 89890//Homo sapiens mRNA for KARP-1 -binding protein 2 (KAB2>, complete cds.//6.00E-30//1 77aa//44%// 
AB022658 

55 KIDNE201 89960//TREHALASE PRECURSOR (EC 3.2.1 .28) (ALPHA, ALPHA-TREHALASE) (ALPHA, ALPHA-TRE- 
HALOSE GLUC0HYDR0LASE).//1 .40E-224//421aa//97%//043280 
KIDNE20191870 

LIVER20006260//MUS musculus zinc finger protein ZFP113 mRNA, complete cdsy/4.50E-183//385aa//8596// 
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AF1 67320 
LIVER20007690 
LIVER20007750 
LIVER20010510 

5 LIVER20010760//Homo sapiens C-type lectin-IIke receptor-1 mRNA, complete cds.//3, 10E-134//208aa//100%// 
AF200949 

LIVER20010990//Rattus norvegicus mRNA for putative integrai membrane transport protein (USTI r).//7.00E-52// 
196aa//54%//Y09945 

LIVER20011 640//Human proline rich calmodulin-dependent protein Icinase mRNA, complete cds.//2.00E-116/y221 aa// 
10 97%//U23460 
LIVER20013890 

LIVER20026440//CYTOCHROME P450 4F3 (EC 1.14.13.30) (CYPIVF3) {LEUK0TRIENE-B4 OIVIEGA- HYDROXY- 
USE) (LEUK0TRIENE-B4 20- IVIONO OXYGENASE) (CYTOCHROIVIE P450- LTB-OMEGA).//2.60E-136//295aa// 
84%//Q08477 

15 LIVER20030650//WHITEPROTEIN7/7,20E-09//229aa//25%//Q05360 
LIVER20032340 

LIVER20038000//MITOCHONDRIAL CARNITINE/ACYLCARNITINE CARRIER PROTEIN (CARNITINE/ACYLCAR- 
NITINE TRANSLOCASE) (CAC).//9.40E-40//148aa//38%//P97521 

LIVER20040740//RETINAL-BINDING PROTEIN (RALBP).//3.1 0E-60//337aa//37%//P491 93 
20 LIVER20055270//SELENIDE, WATER DIKINASE 2 (EC 2.7.9.3) (SELENOPHOSPHATE SYNTHETASE 2) (SELENI- 
UM DONOR PROTEIN 2).//2.70E-204//376aa//97%//Q99611 

IV1ESAN20006200//ANNEXIN H (LIPOCORTIN II) (CALPACTIN I HEAVY CHAIN) (CHROMOBINDIN 8) (P36) (PRO- 
TEIN I) (PLACENTAL ANTICOAGULANT PROTEIN IV) (PAP-IV).//1.70E-84//174aa//95%//P07366 
MESAN20007110 
2S MESAN20008150 
IVIESAN20008940 

iy/IESAN20009090//Homo sapiens CEGP1 protein (CEGP1), mRNA//1.10E-179//563aa//58%//NM.020974 
MESAN20016270//ZINC FINGER PROTEIN 37A (ZINC FINGER PROTEIN kOX21) (FRAGMENT).//1 .60E-141// 
242aa//100%//P17032 

30 iy4ESAN20021130//Human SH3 domain-containing proline-rich kinase (sprk) mRNA, complete cdsy/8.20E-168// 
346aa//91%//U07747 

1\/IESAN20021220//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN PRE- 
CURSOR (ALS).//7.40E-26//1 97aa//30%//002833 

MESAN20021470//SPINDLIN (30000 MR METAPHASE COMPLEX) (SSEC P).//3.50E-123//229aa//98%//Q61142 
35 MESAN20021860 
MESAN20026870 

MESAN20027240//Rho guanine nucleotide exchange factor (GEF) 10 [Homo saplens].//1.00E-134//620aa//40%// 
NP_065444 

MESAN20027900//COLLAGEN ALPHA 3(VI) CHAIN PRECURSOR//0//1001aa//98%//P12111 
40 MESAN20029780 

MESAN20030350//MUS musculus diaphanous-related fomriin (Dia2) mRNA, complete cds.//6.60E-301//669aa//84%// 

AF094519 

MESAN20030370 

MESAN20030390 

45 MESAN20033220//ALDEHYDE DEHYDROGENASE 7 (EC 1 .2.1 .6).//1 .60E-24//54aa//1 00%//P43353 

MESAN20034440//39.1 KDA PROTEIN IN SURE-CYSC INTERGENIC REGION.//2.70E-07//117aa//31%//Q57261 
MESAN20038520//DNA-DIRECTED RNA POLYMERASE III 128 KDA POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMER- 
ASE III SUBUNIT 2)y/0//831aa//70%//P25167 
MESAN20041380 

50 MESAN20045750 

MESAN20066890//SPLtCING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) (SPLICING 
COMPONENT, 35 KDA) (PR264 PROTEIN).//3.30E-12//97aa//48%//Q01130 
MESAN20057240//DNA EXCISION REPAIR PROTEIN ERCC-1.//5.90E-120//195aa//9896//P07992 
MESAN20068110//65 KDA FK506-BINDING PROTEIN PRECURSOR (EC 6.2.1.8) (FKBP65) (FKBPRP) (PEPTI- 
55 DYL-PROLYL CIS-TRANS ISOMERASE) (PPIASE) (ROTAMASE) (IMMUNOPHILIN FKBP65).//8.00E-117/^29aa// 
89%//Q61576 

MESAN20059570//Rattus norvegicus mRNA for seven transmembrane receptor, complete cds.//1.00E-173//4B4aa// 
63%//BAA82518 
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MESAN20060220 
MESAN20060430 

MESAN20065990//Human protein serine/threonine kinase stk2 mRNA, complete ccIsy/2.40E-07//65aa//50%//L20321 
MESAN20067430//rROPOMYOSIN, FIBROBLAST ISOFORM TM3.//1 .80E-39//87aa//1 00%//P09494 
5 IVIESAN20069530//LIM domain only 7 isofonn c [Homo Saplensl//2.20E-286//545aa//99%//NP_056667 

MESAN20084150//MUS musculus secretory earner membrane protein 4 mRNA, complete cds./^.20E-48//128aa// 

72%//AF224721 

MESAN20085360 

MESAN20089260 

10 MESAN200901 90//CEGP1 protein [Homo sapiens].//0//880aa//57%//NP_066025 
MESAN20094180 
MESAN20095220 

MESAN20095800//PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 10 (EC 5.2.1 .8) (PPIASE) (ROTAMASE) (CYCLO- 
PHILIN-10).//1.60E-31//150aa//46%//P52017 
^5 NESOP20004520//LYMPHOCYTE-SPECIFIC PROTEIN LSP1 {PP52 PROTEIN) (52 KDA PHOSPHOPROTEIN) 
(LYMPHOCYTE-SPECIFIC ANTIGEN WP34)y/3.40E-173//321aa//99%//P33241 
NESOP20005040 
NT2NE20018740 

NT2NE20018890//Homo sapiens WD-repeat protein 6 (WDR6) mRNA. complete cds.//6.60E-184//257aa//99%// 
20 AF099100 

NT2NE20021 860//Lytechinus variegatus embryonic blastocoelar extracellular matrix protein precursor (ECM3) mRNA, 
complete cds.//9.00E-68//466aa//36%//AF287478 

NT2NE20026200//rRANSKETOLASE (EC 2.2.1 .1 ) (TK).//1 .80E-1 60//31 0aa//99%//P29401 
NT2NE20026510//baslc protein, cytosollc - fruit fly (Drosophila melanogaster)//6.10E-35//202aa//41%//S47857 
25 NT2NE20028700 
NT2NE20033150 

NT2NE20037050//U2 SMALL NUCLEAR RIBONUCLEOPROTEIN AUXILIARY FACTOR 35 KDA SUBUNIT RELAT- 
ED-PROTEIN 2.//7.20E-08//1 09aa//38%//Q1 5696 

NT2NE20038870//ZINC FINGER X-LINKED PROTEIN ZXDA (FRAGMENT).//5.90E-153//405aa//72ra//P98168 
30 NT2NE20039210 

NT2NE20042550//ADENYLATE KINASE, CHLOROPLAST (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE).// 
7.80E-1 5//1 53aa//28%//P431 88 
NT2NE20045190 
NT2NE20047870 
35 NT2NE20053230 

NT2NE20053950//ZINC FINGER PROTEIN 136.//6.40E-108//284aa//64%//P52737 
NT2NE20059210 

NT2NE20059680//Homo sapiens integrin cytoplasmic domain associated protein (Icap-la) mRNA, complete cds.// 
1 .80E-44//98aa//1 00%//AF01 2023 
40 NT2NE20060750//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//1 .20E-69//1 98aa//68%//P1 641 5 
NT2NE20061030//ZINC FINGER PROTEIN 166.//3.00E-39//125aa//65%//P49910 
NT2NE20062880 

NT2NE20064780//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR.//4.10E-05//443aa//24%//P32323 
NT2NE20066590 
45 NT2NE20069580 
NT2NE20070520 
NT2NE20073650 

NT2NE20077250//Homo sapiens cell cycle progression 2 protein (CPR2) mRNA, complete cds.//1 .20E-173//349aa// 
94%//AF011792 
50 NT2NE20077270 
NT2NE20077860 

NT2NE20079670//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)./^.60E-98//345aa//47%//P51523 

NT2NE20080770 

NT2NE20082130 

55 NT2NE20082600//Homo sapiens zinc finger protein dp mRNA, complete cds.//2.1 OE-1 9//1 63aa//42%//AF1 53201 
NT2NE20086070 

NT2NE20087270//Homo sapiens putative RNA binding protein mRNA, alternatively spliced, complete cdsy/4.30E-1 4// 
221aa//29%//AF119121 
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NT2NE20087850//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT)7/1 .80E-08// 

75aa//40%//P40603 

NT2NE20088030 

NT2NE20092960 

5 NT2NE20095230//Homo sapiens HSKM-B (HSKM-B) mRNA, complete cdsV/l .40E-09//112aa//32%//AF226053 

NT2NE201 04000 
. NT2NE201 07810 

NT2NE20108420//KES1 PROTEIN.//4.70E-26//312aa//31%//P36844 

NT2NE20111190//C-TERMINAL BINDING PROTEIN 2y/9.00E-54//137aa//84%//P66546 
10 NT2NE20112210 

NT2NE201 14850 

NT2NE20117580//NADH-UBIQUINONE OXIDOREDUCTASE 20 KDA SUBUNIT PRECURSOR (EC 1.6.5.3) (EC 
1.6.99.3) (COMPLEX I-20KD) (CI-20KD) (PSST SUBUNIT).//1.20E-76//153aa//9596//075251 
NT2NE20119980//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PROTEIN).// 
15 6.10E-48//135aa//74%//Q13829 
NT2NE20123610 
NT2NE201 24570 
NT2NE201 26030 

NT2NE201 27900//Homo sapiens myo-lnositol 1 -phosphate synthase A1 (ISYNA1 ) mRNA, complete cdsy/1 .40E-269// 
20 465aa//99%//AF220530 

NT2NE20140130//SEMAPHORIN 3B PRECURSOR (SEMAPHORIN V) (SEMA V).//1 .90E-42//90aa//100%//Q13214 
NT2NE201 40280 

NT2NE20141040//DOWN SYNDROME CRITICAL REGION PROTEIN iy/1.80E-105//197aa//99%//P53805 
NT2NE20145250//SCG10 PROTEIN (SUPERIOR CERVICAL GANGLION-10 PROTEIN).//2.50E-58//141aa//88%// 
25 P55821 

NT2NE20146510//HYPOTHETICAL 104.7 KDA PROTEIN F23F12.8 IN CHROMOSOME III PRECURSOR.//6.20E- 
08//1 79aa/^3%//P46504 
NT2NE201 48690 
NT2NE20149500 
30 NT2NE201 50610 
NT2NE201 52620 

NT2NE20153620//mltogen Inducible gene mig-2 - human//7.90E-147//449aa//63%//S69890 
NT2NE20155650//RETROVIRUS-RELATED ENV POLYPROTEINy/2.30E-29//114aa//33%//P10267 
NT2NE20157120 
35 NT2NE20165190 

NT2NE201 67660//MUS musculus nuclear localization signal binding protein (spot-1 ) mRNA, complete cdsy/3.50E-09// 
76aa//40%//S79410 

NT2NE20173970//Rattus norvegicus beta-catenln binding protein mRNA, complete cds.//1.60E-24//134aa//46%// 
AF1 69825 

40 NT2N E201 7721 0//Lejshmania major partial ppgl gene for proteophosphoglycan.//1 . 1 0E-06//1 69aa//27%//AJ24346a 

NT2NE20181760 

NT2NE20181800 

NT2NE201 84720 

NT2RI20016240 
45 NT2RI20021200 

NT2RI20033920 

NT2R12009301 0//B I FUNCTIONAL METHYLENETETRAHYDROFOLATE DEHYDROGENASE/CYCLOHYDROLA- 
SE. MITOCHONDRIAL PRECURSOR [INCLUDES: NAD-DEPENDENT METHYLENETETRAHYDROFOLATE DEHY- 
DROGENASE (EC 1.5.1.16); METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE (EC 3,5.4.9)l.//5.90E-34// 
50 86aa//81%//P13995 

NT2RP70001120//GA BINDING PROTEIN BETA-1 CHAIN (GABP-BETA-1 SUBUNIT) (GABPB1).//2.50E-113// 
384aa//62%//Q00420 

NT2RP70001730//MUS musculus actln-binding protein (ENC-1) mRNA, complete cdsy/4.30E-249//589aa//74%// 
U65079 

55 NT2RP70003110//ELASTIN PRECURSOR (TROPOELASTIN).//1.40E-165//613aa//61%//P 15502 
NT2RP70012830//CALPHOTIN.//7.90E-17//445aa//28%//Q02910 
NT2RP70022820 

NT2RP70027790//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1).//3.80E-23//186aa//34%// 
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Q01730 

NT2RP70029780//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT)y/4.30E-118//381aa//56%//P16415 
NT2RP70030840//MUS musculus 6Chlafen3 (S1fn3) mRNA, complete CGlsy/3.70E-55//328aa/y33%//AF099974 
NT2RP70031 070//36 KDA NUCLEOLAR PROTEIN HNP36 (DELAYED-EARLY RESPONSE PROTEIN 12) (DER12).// 
5 1 .20E-23//1 69aa//34%//Q61 672 
NT2RP70031340 
NT2RP70031480 

NT2RP70035110//Caenorhabclitis elegans UNG-89 (unc-89) gene, complete cds.//1 .50E-07//229aa//26%//U33058 
NT2RP7004641 0//BASONU CLIN 7/3. 60E-71//31 8aa//43V/Q01 954 
10 NT2RP70049610 
NT2RP70056290 

NT2RP70056690//F-SPONDIN PRECURSOR.//2.20E-15//366aa//24%//P35447 
NT2RP70057500//Hypothetical zinc finger-like protein [Homo sapiens].//0//799aa//94%//AAF88107 
NT2RP70064570//CALPAIN P94, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.1 7) (CALCIUM- ACTIVATED NEUTRAL 
15 PROTEINASE) (CANP) (P94 PROTEIN) (MUSCLE-SPECIFIC CALCIUM-ACTIVATED NEUTRAL PROTEASE 3 
LARG E SU BUN IT) 7/9 .40 E-8 6//278aa//40%//Q64691 
NT2RP70074800 

NT2RP70075300//ZINC FINGER PROTEIN 211 (ZINC FINGER PROTEIN C2H2-25>.//9.60E-121//333aa//63%// 
Q13398 

20 NT2RP70076800//HYPOTHETICAL 43.1 KDA TRP-ASP REPEATS CONTAINING PROTEIN K04G11.4 IN CHRO- 
MOSOME X.//1 .80E-13//244aa//25%//Q93847 
NT2RP70080150 
NT2RP70084540 

NT2RP70087140//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//1.40E-11//264aa//31%// 
25 P17437 

NT2RP70090870//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//4.20E-230//592aa//61%// 
Q05481 

NTONG20002230//MUS musculus RW1 protein mRNA, complete cdsy/5.20E-97//546aa//34%//AF060565 
NTONG20005310 
30 NTONG20017620 

NTONG20029860//CALCYPHOSINE (R2D5 ANTIGEN)y/1 .60E-24//183aa//32%//P41150 

NTONG20031 680//heat shock 27kD protein family, member 7 (cardiovascular); cardiovascular heat shock protein [Ho- 
mo saplens]//6.1 0E-69//141 aa//95%//NP_055239 

NTONG20032100//KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 13).//4.20E-175//351aa// 
35 96%//P13646 

NTONG20034540//CGMP-DEPENDENT 3',5'-CYCLIG PHOSPHODIESTERASE (EC 3. 1.4. 17) (CYCLIC GMP 
STIMULATED PHOSPHODIESTERASE) (CGS-PDE)y/0//713aa//99%//000408 
NTONG20035150//RING CANAL PROTEIN (KELCH PROTEIN) y/9.10E-30//570aa//25%/yQ04652 
NTONG20043080//MYOSIN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
40 2.7.1.117) (MLCK) [CONTAINS: TELOKIN].//4.30E-12//226aa//28%//P11799 

NTONG20048440//P116 RHO-INTER ACTING PROTEIN (P116RIP) (RIP3).//1.60E-269//588aa//87%//P97434 
NTONG20049180 

NTONG20053630//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 
(1 ,4-ALPHA-D-GLUGAN GLUCOHYDROLASE)y/1 .30E-12//247aa//29%//P08640 
45 NTONG20053730//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
RASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQUITINATING ENZYME 64E).//8.70E- 
1 04//340aa//60%//Q24574 

NTONG20053910//BOS taurus differentiation enhancing factor 1 (DEF-1) mRNA, complete cds.//2.50E-198//891aa// 
4596//AF1 12886 

50 NTONG20055200//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G).//1.10E-269//522aa// 
83%//Q07803 

NTONG2005801 0//ACETYL-CO ENZYME A SYNTHETASE (EC 6.2.1 .1 ) (ACETATE~COA LIGASE) (ACYL- ACTIVAT- 
ING ENZYME).//3.90E-124//398aa//64%//068040 

NTONG20058220//Homo sapiens phosphoprotein pp75 mRNA, partial cds.//8.60E-14//349aa//25%//AF1 53085 
55 OCBBF20000740//Homo sapiens mRNA for ISLR, complete cdsy/3.60E-87//287aa//59%//AB0031 84 
OCBBF20001780 

OCBBF20005220//Rattus norveglcus Fos-related antigen mRNA, complete cds.//3.40E-233//552aa//84%/AJ34932 
OCBBF20009820 



198 



EP 1308 459 A2 



OCBBF20011 860//MUS musculus epithelial protein lost In neoplasm-a (Epiln) mRNA, complete cds.//4.30E-33//98aa// 
66%//AF307844 

OCBBF20012520//Homo sapiens mRNA for ISLR, complete cdsy/6.50E-88//287aa//59%//AB003184 
OCBBF20016390 

5 OCBBF2001 681 0//enhancer of polycomb [IVIus musculusl//0//743aa//92%//AF079765 
OCBBF201 09450 
OCBBF201 09780 

OCBBF20110210//KILON PROTEIN PRECURSOR (KINDRED OF IGLON).//4.30E-182//352aa//94%//Q9ZOJ8 
OCBBF201 10730 

10 OCBBF20111370//BCL2/ADENOVIRUS E1B 19-KDA PROTEIN-INTERACTING PROTEIN 2.//5.70E-84//324aa// 
52%//054940 

OCBBF20111600//69 KDA ISLET CELL AUTOANTIGEN (ICA69) (ISLET CELL AUTOANTIGEN .30E-113// 
335aa//57%//Q06084 

OCBBF20112280//Mesembryanthemum crystalllnum phosphoenolpyruvate/phosphate translocator precursor (PPT) 
IS mRNA, complete ccls.//7.00E-09//1 1 3aa//30%//AF223359 
OCBBF201 12320 
OCBBF20113110 
OCBBF201 15360 

OCBBF20116250//MUS musculus C2H2-type zinc finger protein (Evl9) mRNA, complete cds.//0//592aa//99%// 
20 AF051525 

OCBBF20117220 
OCBBF20118720 
OCBBF20119810 

OCBBF20120010//Homo sapiens zinc metalloprotease ADAI\/ITS6 (ADAMTS6) mRNA, complete cds.//1.60E-44// 

25 21 7aa//42%//AF1 40674 

OCBBF20120950//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING PRO- 
TEIN) (LP-1 ) (ZINC FINGER PROTEIN Z1 3)7/1 .00E-28//201aa//34%//Q60821 
OCBBF201 21 91 0//LAF-4 PROTEIN (LYMPHOID NUCLEAR PROTEIN).//0//740aa//98%//P61 826 
OCBBF201 23200 

30 OCBBF201 42290 
OCBBF201 47070 
OCBBF201 52330 
OCBBF201 55030 

OCBBF20156450//ZINC FINGER PROTEIN 75y/8.20E-'163//289aa//99%//P51815 

35 OCBBF201 57970//ZINC FINGER PROTEIN 1 35y/2.80E-98//306aa//56%//P52742 

OCBBF20160380//Iiver stage antigen LSA-1 - Plasmodium falciparum//1.10E-21//938aa//24%//A45592 
OCBBF20165900//CELL SURFACE ANTIGEN 114/A10 PRECURSOR.//4,80E-09//145aa//31%//P19467 
OCBBF20165910//MUS musculus pecanex 1 mRNA, complete cdsy/4.20E-116//407aa//53%//AF096286 
OCBBF20166890//RESTIN (CYTOPLASMIC LINKER PROTEIN-170) (CLIP-170).//4.20E-21//124aa//45%//042184 

40 OCBBF20166900//ZINC FINGER PROTEIN CLONE 647 (FRAGMENT)y/9.00E-18//196aa//30%//P15622 

OCBBF201 67290//probable acyl-CoA dehydrogenase - Deinococcus radiodurans (strain R1 )//2.50E-72//222aa//60%// 
D76616 

OCBBF20170350//MUS musculus mRNA for GATS protelny/2.50E-56//121aa//96%//AJ296173 
OCBBF20174580//G2/MITOTIC-SPECIFICCYCLINS13-7(B-LIKECYCLIN) (FRAGMENT)y/7.10E-16//240aa//26%// 
45 P26012 

OCBBF20174890//ankyrln 3. long splice fornn - human//1.10E-150//178aa//100%//A55575 

OCBBF20175360//Homo sapiens C2H2 (Kruppel-type) zinc finger protein mRNA, complete cdsy/3.80E-11//101 aa// 
36%//AF1 59567 
OCBBF201 76650 

so OCBBF201 77540//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46)7/1 .40E-1 1 0//223aa//86%//Q03309 
OCBBF201 77910 

OCBBF20182060//Mesocricetus auratus guanine nucleotide-binding protein beta 5 (Gnb5) mRNA, complete cdsM 
7.20E-82//265aa//61 %//U1 31 52 
OCBBF201 85630 
55 OCBBF201 88280 

OCBBF20191950/A/ERY LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR (VLDL RECEPTOR) 7/0// 
720aa//97%//P98155 

PANCR10000860//ELASTASE NIB PRECURSOR (EC 3.4.21.70) (PROTEASE E).//1.10E-52//87aa//97%//P08861 
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PEBLM1 0001 470//glutamine (Q)-rich factor 1 . QRF-1 [mice, B^ell leukemia. BCL1 . Peptide Partial, 84 aaJ//5.00E-42// 
84aa//98%//AAB29272 

PEBLM20001800//IG ALPHA-1 CHAIN C REGIONy/7.90E-197//353aa//100%//P01876 

PEBLM20003260/yZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)y/4.90E-62//151aa//70%//P61622 
5 PEBLM20005020 

PLACE50001290//HYPOTHETICAL 87.9 KDA PROTEIN F44G4.1 IN CHROMOSOME II PRECURSOR.//2.90E-16// 

102aa//43%//P64073 

PLACE50001390 

PLACE60001910 

10 PLACE60004260//CYSTATIN M PRECURSOR (CYSTATIN E)y/1 .50E-37//81 aa//97%//Q1 6828 
PLACE60006300 
PLACE60011180 

PLACE60012620//LYSOSOMAL TRAFFICKING REGULATOR (BEIGE HOMOLOG).//8.40E-14//128aa//38%// 
Q99698 
15 PLACE60017120 

PLACE60052940//rRANSCRIf=^T REGULATORY PROTEIN GAL11 .//1 .70E-05//445aa//23%//P32267 
PLACE60053280 

PI_ACE60054230//DIAPHANOUS PROTEIN HOMOLOG 2.//1 .00E-35/y385aa//26%//060879 
PLACE60054820//HYPOTHETICAL PROTEIN KIAA0032.//1 .20E-50//180aa//61%//Q16034 
20 PLACE60054870//MYOSINHEAVYCHAIN,NONMUSTYPEB(CELLULARMYOSINHEAVYCHAIN,TYPEB)(NMM- 
HC-B).//3.70E-11//434aa//20%//P35580 
PLACE60055350 

PLACE60055460//Homo sapiens leucine-zipper protein FKSG13 (FKSG13) mRNA, complete cdsy/5.40E-164// 
327aa//99%//AF31 2393 

25 PLACE60055590//MYOSIN-BINDING PROTEIN H (MYBP-H) (H-PROTEIN) (86 KDA PROTEIN).//1 .30E-05//124aa// 
36%//Q06623 
PLACE60056910 
PLACE60057860 
PI_ACE60061370 

30 PLACE60062660//ADP-ribosylation factor binding protein GGA1 ; ADP-ribosylation factor binding protein; Golgi-asso- 
ciated, gamma-adaptin ear containing, ARF-binding protein 1 [Homo sapiens]7/6.00E-84//249aa//93%//NP_037497 
PLACE60062870 
PLACE60063940 

PLACE60064180//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
35 HELICASEy/1 .90E-51//368aa//37%//022899 

PLACE60064740//ADHESIVE PLAQUE MATRIX PROTEIN PRECURSOR (FOOT PROTEIN 1 ) (MCFP1)y/4.80E-11// 
157aa//31%//Q25434 

PLACE60066970//2INC FINGER PROTEIN 191 y/1 .30E-36//115aa//48%//0 14754 
PLACE60068710//SUPPRESSOR PROTEIN SRP40y/9:50E-43//238aa//50%//P32583 
40 PLACE60069880 
PLACE60070500 

PLACE60071800//CORON IN-LIKE PROTEIN P57y/3.80E-60//108aa//81%//Q92176 

PLACE60072390 

PLACE60072420 

45 PLACE60073090//Homo sapiens myo-inositol 1 -phosphate synthase A1 (ISYNA1 ) mRNA, complete cdsy/6.60E-21 9// 
362aa//98%//AF220530 
PLACE60074820 
PLACE60077870 

PLACE60080360//mucln [Homo sapiens]//5.50E-05//164aa//30%//CAA84032 
50 PLACE60081260 
PLACE60082850 

PLACE60087680//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 3 PRECURSOR (IGFBP-3) (IBP-3) 
(IGF-BINDING PROTEIN 3)y/2,30E-103//255aa//79%//P17936 
PLACE60088240 
55 PLACE60092280 
PLACE60092370 
PLACE60093380 
PLACE60095240 
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PLACE60095600//HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME lll.//2.70E-28//201aa//38ra//Q09475 
PLACE60098350//Human hepatocellular carcinoma associated protein (JCL-1) mRNA. complete cclsy/5.20E-285// 
558aa//97%//U92544 

PLACE60104630//macrophage migration inhibitory factor (glycosylatlon-inhiblting factor) [Homo sapiens]//9.70E-61// 
5 1 1 0aa//93%//XP_000858 

PLAGE60105680//Homo sapiens mRNA for TU12B1 -TY, complete cdsy/1 .70E-30//65aa//64%//AB032773 
PLAGE60107010//SUPPRESSOR PROTEIN SRP407/3.80E-06//117aa//29%//P32583 
PLACE601 09910 

PLACE60113340%/BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN 
10 PRECURSOR (HSPG> (PERLECAN) (PLC).//5,90E-66//238aa//32%//Q05793 

PLACE60118810//Rattus norvegicus kinesin light chain KLCt mRNA, complete cds7/1 .90E-230//504aa//87%// 
AF1 66267 

PLACE6011 9700//Homo sapiens mRNA for ABP32, complete cds.//2.30E-21//47aa//100%//ABQ18357 
PLACE60120280//SER/rHR-RICH PROTEIN T10 IN DGCR REGION.//6.00E-99//126aa//84%//P64797 
15 PLACE601 22970//novel C2H2 type zinc finger protein//5.60E-84//1 69aa//98%//CAC1 0457 
PLACE60132200//TRICHOHYALIN.//3.10E-47//297aa//47%//P37709 
PLACE60 132320 
PLACE601 32880 

PLACE60138840//PUTATIVE MITOCHONDRIAL CARRIER PROTEIN PET8.//7.40E-59/^74aa//47%//P38921 : 
20 PLACE60140640//Homo sapiens nucleotide binding protein (NBP) mRNA, complete cds.//3.90E-138//262aa//99%// 
AF208536 

PLACE60150510//NUCLEAR PROTEIN SNF7y/1 .60E-11//189aa//25%//P39929 

PLACE60154450//PUTATIVE PREOPTIC REGULATORY FACTOR-2 PRECURSOR (PORF-2).//7.30E-36//75aa// 
98%//P18890 
25 PLACE601 55910 
PLACE601 57310 
PLACE60162100 
PLACE601 75640 

PLACE60177880//IGSF5 [Homo sapiens] 7/3. 60E-174//315aa//99%//CAB90447 
30 PLACE601 77910 
PLACE60181870 

PLACE601 8441 0//Mus musculus peroxisomal long chain acyl-CoA thloesterase lb (Ptel b) gene, exon 3 and complete 
cds.//1 .00E-43//1 26aa//69%//AF1 80801 

PLACE60184870//PHOSPHOLIPID TRANSFER PROTEIN PRECURSOR (LIPID TRANSFER PROTEIN 11)7/1 .50E- 
35 227//330aa//99%//P55058 

PLACE60188630//MUS musculus mRNA for acetylglucosaminyltransferase-like proteln7/7.80E-08//317aa//23%// 
AJ006278 

PROST10001100//Zea mays clone AGPZml arablnogalactan protein (agp) mRNA, partial cds7/5.80E-05//180aa// 
32%//AF1 34679 
40 PR0ST1 0001 360 
PR0ST1 00021 50 

PROST20007170//Hypothetical Kruppel-Type Zinc Finger Protein(R28830_1)//0//432aa//100%///\AC24608 
PROST20007600//PUTATIVE ENDONUCLEASE C1F12.06C (EC 3.1. -.-)7/6.90E-29//134aa//44%//Q1 0348 
PROST20011160 
45 PROST20011800 
PROST20014140 
PROST20014150 
PROST20014650 

PROST20015210//MYOSIN HEAVY CHAIN, SMOOTH MUSCLE ISOFORM (SMMHC) (FRAGMENT>.//3,00E-107// 
50 262aa//85%//P35749 
PROST20015400 

PROST20016760//M-PHASE PHOSPHOPROTEIN 8 (FRAGMENT)7/9.00E-157//298aa//99%//Q99549 
PROST20022120 

PROST20024250//ZINC FINGER PROTEIN 1 367/1 .70E-45//128aa//63%//P52737 
55 PROST20028970//Oryctolagus cunlculus CARP mRNA, complete cdsy/4.80E-44//177aa//51%//AF131883 

PROST20033240//EPHRIN TYPE-A RECEPTOR 6 PRECURSOR (EC 2.7.1.112) (TYROS I NE-P ROTE IN KINASE 

RECEPTOR EHK-2) (EPH HOMOLOGY KINASE-2).//8.40E-241//441aa//95%//Q62413 

PROST200351 70//Homo sapiens zinc finger protein dp mRNA, complete cds7/3.40E-1 5//1 28aa//42%//AF1 53201 
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PROST20035830 
PROST20036280 

PROST20036350//MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE [INCLUDES: GLUTAMYL-TRNA SYN- 
THETASE (EC 6.1.1.17) (GLUTAMATE-TRNA LIGASE); PROLYL-TRNA SYNTHETASE (EC 6.1.1,15) (PROLINE- 
5 -TRNA LIGASE)].//2.20E-1 37//651 aa//42%//P07814 

PROST20039300//BOS taurus mitochondrial mRNA for xenoblotic/medlum-chain fatty acld:CoA llgase form XL-Ill.// 

1 .60E-68//1 80aa//68%//AJ1 32751 

PROST20041460 

PROST20042700 

10 PROST20046700//Zea mays clone AGPZml arabinogalactan protein (agp) mRNA, partial cds.//5.80E-05//180aa// 
32%//AF1 34679 
PROST20047440 
PROST20048170 

PROST20050390//CYTOCHROME P460 2J2 (EC 1.14.14.1) (CYPIIJ2) (ARACHIDONIC ACID EPOXYGENASE).// 
15 1.40E-34//188aa//42%//P51589 

PROST20051310//Homo sapiens DEAD-box protein abstrakt (ABS) mRNA, complete cds.//8.50E-134//257aa//99%// 

API 9541 7 

PROST20052720 

PROST20052850//CYCLIN G-ASSOCIATED KINASE (EC 2,7.1.-).//2,20E-18//107aa//54%//P97874 
20 PROST20054660 

PROST20058860//SMALL NUCLEAR RIBONUCLEOPROTEIN ASSOCIATED PROTEINS BAND B' (SNRNP-B) (SM 

PROTEIN B/B') (SM-B/SM-B').//8.20E-05//1 34aa//33%//P1 4678 

PROST20060200 

PROST20062820/A-RANSLATION INITIATION FACTOR IF-2y/1 .50E-07//102aa//41%//P71613 
25 PROST20063430//BCL2/ADENOVIRUS E1B 19-KDA PROTEIN-INTERACTING PROTEIN 2.//8.50E-74//305aa// 
46%//Q12982 
PROST20065100 

PROST20065790//6-PHOSPHOFRUCTOK1NASE, TYPE (EC 2.7.1. 11) (PHOSPHOFRUCTOKINASE1)(PHOSPHO- 
HEXOKINASE) (PHOSPHOFRUCTO-1 -KINASE ISOZYME C) (6-PHOSPHOFRUCTOKINASE, PLATELET TYPE).// 
30 0//697aa//99%//Q0 1813 
PROST20073280 

PROST20075280//MYOSIN LIGHT CHAIN KINASE. SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
2.7.1 .117) (MLCK) [CONTAINS: TEL0KIN]7/1 .30E-08//245aa//23%//P11799 
PROST20078710 
35 PROST20082430 

PROST20084470//Plasmodlum berghel strain NYU2 merozoite surface protein-1 mRNA, partial cdsy/2.50E-08// 

122aa//28%//AF000413 

PROST20084680 

PROST20084720//CYTOCHROME P450 4F2 (EC 1 .14.13.30) (CYPIVF2) (LEUK0TRIENE-B4 OMEGA- HYDROXY- 
40 LASE) (LEUK0TRIENE-B4 20-MONOOXYGENASE) (CYTOCHROME P450- LTB-0MEGA).//1 .50E-37//85aa//85%// 
P78329 

PROST20087240 
PROST20093470 
PROST20094000 
45 PROST20097310 
PROST20097360 

PROST20097840//SYNAPSIN I.//1 .80E-09//1 93aa//34%//P1 7599 

PROST20099090//ADAM 12 PRECURSOR (EC 3.4.24.-) (A DISINTEGRIN AND METALLO PROTEINASE DOMAIN 
12) (MELTRIN ALPHA).//1.90E-22//73aa//60%//043184 PROST20102190//CALMODULINy/1 .30E-20//98aa//47%// 
50 P02594 

PROST201 02500 
PROST20 103820 

PROST20105450//SODIUM/HYDROGEN EXCHANGER 6 (NA(+)/H(+) EXCHANGER 6) (NHE-6) (KIAA0267).// 
1 .60E-96//21 4aa//75%//Q92581 
55 PROST201 06060 

PROST20108850//MICROSOMAL SIGNAL PEPTIDASE 23 KDA SUBUNIT (EC 3.4.-.-) (SPC22/23).//1.20E-69// 

132aa//100%//PI2280 

PROST20110120 
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PROST20114100 

PROST20120070//KINESIN HEAVY CHAIN (UBIQUITOUS KINESIN HEAVY CHAIN) (UKHC).//5.00E-05//286aa// 

24%//P33176 

PROST20121570 

5 PROST201 22490//Gallus gallus syndesmos mRNA, complete cds.//1 .20E-63//139aa//84%//AF095446 
PROST201 24000 
PROST201 25420 

PROST20127450//Homo sapiens TSC'22 related protein (TSC-22R) mRNA, complete cds.//7.90E-44//95aa//98%// 
AF1 53603 
10 PROST201 30320 
PROST201 38730 

PROST20146590//MUCIN 1 PRECURSOR (POLYMORPHIC EPITHELIAL MUCIN) (PEM) (PEMT) (EPISIALIN) (TU- 
MOR-ASSOCIATED MUCIN) (CARCINOMA-ASSOCIATED MUCIN) (TUMOR-ASSOCIATED EPITHELIAL MEM- 
BRANE ANTIGEN) (EMA) (H23AG) (PEANUT- REACTIVE URINARY MUCIN) (PUM) (BREAST CARCINOMA-ASSO- 

1S CIATED ANTIGEN DF3).//3.50E-08//556aa//23%//P1 5941 

PROST20151370//Human probable zinc finger protein H101 mRNA, partial cds.//1 .60E-11//104aa//41%//U81567 
PROST201 5251 0//UDP-N-ACETYLGLUCOSAM INE-PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 1 00 
KDA SUBUNIT (EC 2.4.1.-) (0-GLCNAC TRANSFERASE P100 SUBUNIT).//6.00E-17//148aa//34%//015294 
PROST20152870//Homo sapiens APC2 gene, exon 147/1 .60E-05//195aa/y309b//AJ131187 

20 PROST201 55370//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN61 ) (TRANSCRIPTION FACTOR RU49).//1 .1 OE-72// 
140aa//55%//Q07231 
PROST201 56360 
PROST201 59320 

PROST20168600//Homo sapiens six transmembrane epithelial antigen of prostate (STEAP1) mRNA, complete cds.// 
25 1.20E-70//237aa//54%//AF1 86249 

PUAEN10000660//Homo sapiens TSC-22 related protein (TSC-22R) mRNA, complete cds.//7.90E-44//95aa//98%// 
AF1 53603 
PUAEN1 0000870 

PUAEN1 0001 640//MUS musculus cerebellar postnatal development protein-1 (Cpdl ) mRNA, partial cdsy/2.80E-1 26// 
30 270aa//90%//U89345 
PUAEN20000800 

PUAEN20001520//L-A VIRUS GAG PROTEIN N-ACETYLTRANSFERASE (EC 2.3.1.-).//1.70E-34//145aa//5196// 
Q03503 

PUAEN20002470//PR MOV-1 0.//6.30E-1 02//405aa//44%//P23249 
35 PUAEN20003120//ENHANCER OF 2ESTE HOMOLOG 2 (ENX-1).//0//643aa//97%//Q15910 SALGL1 0001 070// 
CH-TOG PROTEIN (COLONIC AND HEPATIC TUMOR OVER-EXPRESSED PROTEIN) (KIAA0097).//5.30E-150// 
297aa//96%//Q14008 
SKMUS20006790 

SKMUS20007260//MICROTUBULE-ASSOCIATED PROTEIN IB (MAPI .2) (MAP1(X)) [CONTAINS: NIAP1 LIGHT 
40 CHAIN LC1]y/8.10E-05//396aa//23%//P14873 

SKMUS20008730//smoothelin large Isoform L2 [Homo saplens]y/1 .20E-221//217aa/^8%//AAF01481 
SKMUS20017400//rROPOMYOSIN /M.PHA CHAIN, SKELETAL MUSCLE TYPEy/3.20E-97//242aa//81%//P06753 
SKMUS20020770 
SKMUS20026340 

45 SKMUS20040440//60S RIBOSOMAL PROTEIN L3 (HIV-1 TAR RNA BINDING PROTEIN B) (TARBP-B>y/3.60E-1 89// 
229aa//99%//P39023 
SKMUS20064810 

SKMUS20073150//20-HYDROXYECDYSONE PROTEIN PRECURSOR (20-HE)y/1.50E-05//129aa//32%//P29681 
SKMUS20073590/Aropomodulin 4 (muscle) [Homo saplens]//3.90E-58//116aa//100%//NP_037485 
50 SKMUS20079150//splicing factor 3a, subunit 3, 60kD; pre-mRNA splicing factor SF3a (60kD), similar to S. cerevlslae 
PRP9 (spllceosome-associated protein 61) [Homo saplens]//9.10E-13//65aa//60%//NP_006793 
SKMUS20091900 

SKNMC10001230//CYCLIN-DEPENDENT KINASE 4 INHIBITOR A (CDK4I) (P16-INK4) (P16-INK4A) CTUMOR SUP- 
PRESSOR CDKN2A)y/1 .60E-08//105aa//38%//077617 
55 SKNMC20006350//65 KDA FK506-BtNDING PROTEIN PRECURSOR (EC 5.2.1.8) (FKBP65) (FKBPRP) (PEPTI- 
DYL-PROLYL CIS-TRANS ISOMERASE) (PPIASE) (ROTAMASE) (IMMUNOPHILIN FKBP65)V/1.10E-185//419aa// 
79%//Q61576 
SKNSH1 0001 010 
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SKNSH20007160 

SKNSH20009710//TROPOMYOSIN, CYTOSKELETAL TYPE {TM30-NM) 713. 20E-74//174aa//86%//P1 2324 
SKNSH20030640//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66).//3.00E-06//127aa//33%// 
Q62203 
5 SKNSH20040390 

SKNSH20052400/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1.//3.60E-17//175aa//29V/Q00808 
SKNSH20057920//CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE TYPE I (EC 2.7.1 .123) (CAM KINASE 
l)7/5.00E-37//1 97aa//40%//Q1 401 2 
SKNSH20068220 
10 SKNSH20094350 

SMINT20000070//MUS musculus mRNA for granuphilin-b. complete cds./^.70E-44//12Baa//41%//AB025259 
SMINT20002320//SERINE/rHREONINE PROTEIN PHOSPHATASE 2A, 56 KDA REGULATORY SUBUNIT, BETA 
ISOFORM (PP2A, B SUBUNIT, B' BETA ISOFORM) (PP2A, B SUBUNIT, B56 BETA ISOFORM) (PP2A, B SUBUNIT, 
PR61 BETA ISOFORM) (PP2A, B SUBUNIT, R5 BETA ISOFORM)y/4.70E-160//299aa//100%//Q16173 
IS SMINT20006020//faclogenltal dysplasia protein 2 [Mus musculus]//4.10E-168//327aa//87%//AF017358 

SMINT20006090//Oryctolagus cuniculus mRNAfor parchorin, complete cds.//7.50E-87//175aa//93%//AB035520 
SMINT20007470//TRICHOHYALIN.//1 .20E-37//492aa//28%//Q07283 

SMINT20008110//CALCIUM-TRANSPORTINGATPASE2C1 (EC 3.6.1. 38) (ATP-DEPENDENTCA2+ PUMP PMR1).// 
1 .20E-50//1 65aa//63%//P981 94 
20 SMINT20011830 

SMINT20011950//ZINC FINGER PROTEIN 202. //1. 90 E-67//426aa//40%//095 125 

SMINT20012220 

SMINT20013970 

SMINT2Q014610 

25 SMINT2001 6150//FERRITIN LIGHT CHAIN (FERRITIN L SUBUNIT)y/3.50E-91//174aa//100%//P02792 
SMINT20017310 
SMINT20021260 
SMINT20023110 

SMINT20024140//IG KAPPA CHAIN V-IV REGION B17 PRECURSOR.//1.20E-60//134aa//87%//P06314 
30 SMINT20026200//ENL PROTEIN.//1.10E-05//260aa//24%//Q03111 

SMINT20028800//tumor supressor protein • fruit fly (Drosophila melanogaster).//2.00E-78//493aa//34%//T13797 
SMINT20028840//CMRF35 ANTIGEN PRECURSOR.//8.40E-1 9//136aa//41 %//Q08708 
SMINT20030740//ZINC FINGER PROTEIN 136.//4.50E-194//535aa//63%//P52737 
SMINT20031280 

35 SMINT20035050//GTPASE ACTIVATING PROTEIN BEM2/IPL2.//1 .20E-07//134aa//26%//P39960 

SMINT20035510//Drosophlla melanogaster La related protein (larp) mRNA, partial cds.//5.40E-39//334aa//30%// 
AF221108 

SMINT20036440//Drosophila melanogaster epsin-like protein mRNA, complete cds.//2.90E-69//446aa//41%// 
AF233291 

40 SMINT20038660//Homo sapiens HNOEL-iso (HNOEL-iso) mRNA, complete cds.//5.60E-201//368aa//99%//AF201 945 
SMINT20039050//Homo sapiens TRIAD3 mRNA. partial cds.//3.20E-86//166aa//100%//AF228527 
SMINT20043390 

SMINT20044140//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//3.50E-39//440aa//28%//P51523 
SMINT20044730//UBIQUINONE BIOSYNTHESIS PROTEIN AARF7/6.20E-22//272aa//27%//P27854 
45 SMINT20045470 
SMINT20045830 
SMINT20045890 
SMINT20047290 
SMINT20048720 

50 SMINT20049920//CYTOSOLIC PURINE 5'-NUCLE0TIDASE (EC 3.1 .3.5)7/4.1 0E-39//132aa//57%//P49902 

SMINT20052130//Rattus norveglcus mRNA for gankyrln homologue, complete cds.//9.20E-07//104aa//33%// 
AB022014 

SMINT20054050//ABC1 PROTEIN HOMOLOG PRECURSOR.//1.40E-98//467aa//45%//Q92338 
SMINT20056230//lg mu chain precursor, membrane-bound (clone 201) -human//5.60E-233//422aa//78%//S14683 
55 SMINT20056240 

SMINT20062050//PLECTINy/7.50E-17//436aa//25%//P30427 

SMINT20067080 

SMINT20070620 
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SMINT20074330//tektin A1 [Strongylocentrotus purpuratus]//3.10E-26//125aa//45%//M97188 
SMINT20077920 

SMINT20077960//GELSOLIN PRECURSOR, PLASMA (ACTIN -DE POLYMERIZING FACTOR) (ADF) (BREVIN) 
{AGEL)7/3.30E-246//459aa//99%//P06396 
5 SMINT20081330 

SMINT20083290//IG ALPHA-1 CHAIN C REGION.//4.40E-196//352aa//99%//P01876 

SMINT20084910 

SMINT20085310 

SMINT20085450 

10 SMINT20086250//GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR.//2,20E-40//70aa//97%//P23434 
SMINT20086720//ZINC FINGER PROTEIN 191 .//1.40E-29//109aa//55%//014754 

SMINT20088440//IG KAPPA CHAIN V-ll REGION RPMI 6410 PRECURSOR.//5,10E-44//117aa//78%//P06310 

SMINT20088690 

SMINT20089210 

15 SMINT20089600//Homo sapiens mRNAfor PICK1 , complete ccls./13.10E-145//278aa//100%//AB026491 

SMINT20091190//IG ALPHA-1 CHAIN C REGION.//3.70E-198//353aa//99%//P01876 

SMINT20092120 

SMINT20092160 

SMINT20093630 
20 SMINT20094150 

SMINT20094680//Homo sapiens mawbp mRNA for MAWD binding protein, complete cds.//2.80E-50//77aa//100%// 
AB049758 
SPLEN20005160 
SPLEN20006370 
25 SPLEN20006950 
SPLEN20011350 
SPLEN20012450 
SPLEN20015030 

SPLEN20015100//HYPOTHETICAL 72.5 KDA PROTEIN C2F7.10 IN CHROMOSOME l.//7,50E-16//121aa//36%// 
30 Q09701 

SPLEN20016500 

SPLEN20017610 

SPLEN20017810 

SPLEN20019120 
35 SPLEN20020530 

SPLEN20023430 

SPLEN20023540//H. sapiens mRNA for F25B3.3 kinase like protein from C. elegans.//1.60E-205//385aa//99%// 
Y12336 

SPLEN20023860//DNA REPAIR PROTEIN RAD18.//3.00E-56//469aa//30%//P53692 
40 SPLEN200241 90//EGF-containing fibulin-like extracellular matrix protein 1 ; fibrillin-like [Homo sapiensl//3.70E-1 92// 
327aa//99%//NP_061 489 
SPLEN20024510 

SPLEN20024620//Homo sapiens mRNA for acetyl LDL receptor, complete cds.//1 .00E-217//401aa//100%//D86864 
SPLEN20024770//Rattus norvegicus (rsec6) mRNA, complete cds.//2.10E-88//546aa//31%//U32575 
45 SPLEN20024930//Rattus norvegicus PIPP mR.NA for proline-rich inositol polyphosphate 5-phosphatase, complete 
cds7/0//639aa//91 %//AB032551 
SPLEN20029170 
SPLEN20036780 

SPLEN200391 80//rENSIN.//2.70E-1 35//341 aa//653Q//Q04205 
50 SPLEN20040780//C B (SMALL PROLINE-RICH PROTEIN 1B) (SPR1B) (SPR1 
B).//5. 1 0E-1 2//1 1 0aa//37%//Q62267 

SPLEN20041810//BC-2 protein [Homo sapiensl//4.00E-24//59aa//96%//AF042384 
SPLEN20042200//TRANSCRIPTIONAL REPRESSOR CTCFy/8.40E-22//1 27aa//33%//P4971 1 
SPLEN20043430 
55 SPLEN20043460 

SPLEN20043680//DNA-REPAIR PROTEIN COMPLEMENTING XP-D CELLS (XERODERMA PIGMENTOSUM 
GROUP D COMPLEMENTING PROTEIN) (DNA EXCISION REPAIR PROTEIN ERCC-2).//7.30E-171//325aa//99%// 
P18074 
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SPLEN20045550 

SPLEN20048800//Homo sapiens mRNA for N-Acetylglucosamine klnase.//1,90E-61//104aa//100%//AJ242910 
SPLEN20049840//M.musculus mRNA for myosin l.//0//1093aa//89%//X97660 
SPLEN20050090//rRiCHOHYALIN.//7.20E-17//564aa//23%//P37709 

5 SPLEN20051420 

SPLEN20054160//Dof protein [Drosophila melanogaster]//9.60E-14//222aa//29%//AJ010641 
SPLEN20054500//Homo sapiens mRNA for putative dipeptidase.//7.10E-130//244aa//1 00%//AJ295149 
SPLEN20056600//ZINC FINGER PROTEIN 46 (ZINC FINGER PROTEIN KUP).//3.00E-56//165aa//63%//P24278 
SPLEN20057830//REGUUVTOR OF IVIITOTIC SPINDLE ASSEMBLY 1 (RMSA-1).//1.10E-16//139aa//43%//P49646 

^0 SPLEN20057900//Homo sapiens N-acetylglucosamine-1-phosphodiester alpha-N-acetylglucosaminidase mRNA, 
complete cdsy/9.00E-75//1 30aa//93%//AF1 87072 
SPLEN20058180 

SPLEN20059270//2INC-FiNGER PROTEIN RFP (RET FINGER PROTEIN)y/7.20E-61//497aa//31%//P14373 
SPLEN20062830 

15 SPLEN20063250//zinc finger protein nocA - fruit fly (Drosophila melanogaster)//9.00E-1 6//364aa//30%//A55929 

SPLEN20063890//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 69 KDA PROTEIN).//2.60E-118// 

242aa//94%//Q06828 

SPLEN20067010 

SPLEN20071820//Homo sapiens DNA polymerase mu (Pol mu) mRNA, complete cds7/4.70E-62//116aa//100%// 
20 AF1 76097 

SPLEN20073500//TUMOR NECROSIS FACTOR. ALPHA-INDUCED PROTEIN 2 (894 PR0TElN).//3.60E-10//463aa// 

25%//Q03169 

SPLEN20073880 

SPLEN20076190 

25 SPLEN20076470//KINESIN LIGHT CHAIN (KLC)y/2.40E-1 8//1 37aa//38%//P46825 

SPLEN20080070//TISSUE ALPHA-L-FUCOSIDASE PRECURSOR (EC 3.2.1.61) (ALPHA-L-FUCOSIDA I) (AL- 

PHA-L-FUCOSIDEFUCOHYDROLASE).//4.70E-253//369aa//98%//P04066 

SPLEN20081640 

SPLEN20085910//Homo sapiens protein activator of the interferon-induced protein kinase (PACT) mRNA, complete 
30 cdsy/2.90E-23//62aa//1 00%//AF072860 
SPLEN20087370 
SPLEN20087860 

SPLEN20090880//HLA CLASS I HISTOCOMPATIBILITY ANTIGEN, A-24(A-9) ALPHA CHAIN PRECURSOR (AW- 
24)7/1 .40E-66//1 63aa//83%//P06634 
35 SPLEN20C98030//TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR COREPRESSOR KAP-1) 
(KRAB-ASSOCIATED PROTEIN 1)7/4.00E-18//267aa//26%//Q 13263 

SPLEN20100040//258.1 1 KDA PROTEIN C210RF6 (KIAA0933).//7.90E-46//223aa//43%//Q9Y3R6 
SPLEN201 01 960//SODIUM/HYDROGEN EXCHANGER 6 (NA(4-)/H(+) EXCHANGER6) (NHE-6) (KIAA0267)y/7.70E- 
1 1 2//353aa//6 1 %//Q92681 
40 SPLEN20104150 
SPLEN201 04690 
SPLEN20105100 

SPLEN20108000//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//9.30E-73//165aa//94%// 
AF078850 
45 SPLEN201 08460 

SPLEN20110180//Homo sapiens golgi membrane protein GP73 mRNA, complete cds.//1.60E-162//347aa//91%// 
AF236056 
SPLEN20110210 
SPLEN20110860 
50 SPLEN20111450 
SPLEN20114190 

SPLEN2011 6720//Homo sapiens misato mRNA, partial cds7/1 .00E-277//481aa//89%//AF272833 
SPLEN201 17680 

SPLEN2011 8060//BONE/CARTILAGE PROTEOGLYCAN I PRECURSOR (BIGLYCAN) (PG-S1).//1 .00E-123//240aa// 
55 9796//P21810 
SPLEN20121790 
SPLEN20125230 
SPLEN20126110 
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SPLEN20135030//Homo sapiens PDZ-LIM protein nrrystlque mflNA, complete cds.//3.30E-92//1 78aa//97%//AY007729 
SPLEN201 36700 

SPLEN20136730//Homo sapiens i=^AB-iike protein 2A (RABI-2A) mRNA, complete cds.//9.30E-41//102aa//90%// 
AF095360 
5 SPLEN201 37530 

SPLEN20138600//NUMB protein [Homo sapjens].//1.00E-97//102aa//100%//AAD01548 

SPLEN20139100//Human (hybiidoma H210) antl-liepatltis A IgG variable region, constant region, complementarity- 
detemiining regions mRNA, complete cds.//2.30E-227//490aa//85%//i\487789 

SPLEN20139360//MAJOR CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN B) (C EN P-B) 7/5.1 0E^5// 
, 10 295aa//32%//P07199 
SPLEN201 75920 

SPLEN201 76130//Homo sapiens mRNA for ALEX1 , complete cds.//9.90E-21//161aa/132%//AB039670 
SPLEN201 77400 

SPLEN20180980//METHIONYL-TRNA SYNTHETASE (EC 6.1.1.10) (METHIONINE-TRNA LIGASE) (METRS)V/ 
15 3.40E-67//133aa//87%//P56192 

SPLEN20181570//rRICHOHYAUNy/7.80E-45//832aa//23%//P37709 
SPLEN201 82850 

SPLEN20182990//MUS musculus actln-binding protein (ENC-1) mRNA, complete cds.//1 .90E-49//586aa//26%// 
U65079 

20 SPLEN20183020//BASEMENT MEMBRANE-SPECIFIC HEPARAN SULFATE PROTEOGLYCAN CORE PROTEIN 
PRECURSOR (HSPG) (PERLECAN) (PLC).//1 .20E-24//128aa//46%//Q05793 
SPLEN201 83950 

SPLEN201 87490//RESTIN (CYTOPLASMIC LINKER PROTEIN-1 70 ALPHA-2) (CLIP-1 70) (REED- STERNBERG IN- 
TERMEDIATE FILAMENT ASSOCIATED PR0TEIN)y/5.1 0E-09//41 1 aa//22%//P30622 
25 SPLEN201 90080 

SPLEN20190430//NEURALIZED PROTEIN.//2.80E-09//181aa//27%//P29503 
SPLEN201 90770 

SPLEN201 91 020//Homo sapiens MIST mRNA, partial cdsV/l .60E-207//376aa//^9%//AB032369 
SPLEN201 92570 
30 SPLEN201 93230 
SPLEN201 93490 
SPLEN201 93750 

SPLEN20193790//INTERFERON-REGULATED RESISTANCE GTP-BINDING PROTEIN MXA 
(INTERFERON- INDUCED PROTEIN P78) (IFI-78K)7/0//572aa//98%//P20591 
35 SPLEN20195710//KINESIN LIGHT CHAIN (KLC)y/5.80E-28//145aa//45%//P46824 
SPLEN201 97090 
SPLEN201 97740 

SPLEN20197930//Rattus norvegicus putative transcription factor LUZP (Luzp) mRNA, complete cdsy/6.10E-124// 
275aa//90%//AF1 81 259 
40 SPLEN20198390//TIPDPROTEIN.//2.80E-52//307aa//37%//015736 
SPLEN20199850 
SPLEN20200070 
SPLEN20200340 

SPLEN20201 830//BONE/CARTILAGE PROTEOGLYCAN I PRECURSOR (BIGLYCAN) (PG-S1 ).//2.50E-152/^83aa// 
45 100%//P21810 

SPLEN20203590 

SPLEN20204670 

SPLEN20205120 

TESOP1 0000350 
50 TES0P1 0001 600 

TESTI1 00001 90//MUCIN 1 PRECURSOR (POLYMORPHIC EPITHELIAL MUCIN) (PEM) (PEMT) (EPiSIALIN) (TU- 
MOR-ASSOCIATED MUCIN) (CARCINOMA-ASSOCIATED MUCIN) (TUMOR-ASSOCIATED EPITHELIAL MEM- 
BRANE ANTIGEN) (EMA) (H23AG) (PEANUT- REACTIVE URINARY MUCIN) (PUM) (BREAST CARCINOMA-ASSO- 
CIATED ANTIGEN DF3).//1.40E-23//667aa//28%//P15941 
55 TEST1 10000850 

TESTI10001570//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/1.30E-148//598aa//4696//P51523 

TESTI2000431 0//TRICHOH YALIN.//1 .40E-07//247aa//25%//P22793 

TESTi20005980 
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TESTI20006160//CALCIUM-B(ND1NG PR0TEIN,//1 .10E-11//260aa//28%//P35085 
TESTI20006830//GAR2 PROTEIN.//2.90E-05//221 aa//1 9%//P41 891 

TESTI20012080//TUBUUN-TYROSINE LIGASE (EC 6.3.2.25) (TTL).//2.20E-22//217aa//35%//P38584 
TESTI20012360 
5 TESTI20016970 
TESTI20019590 
TESTI20028020 

TESTI20029100//FIBROSIN (FRAGMENT).//! .60E-10//70aa//48%//Q60791 

TESTI20030200//DOUBLE-STRANDED RNA-SPECIF(C EDITASE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMI- 
io NASE) (RNA EDITING ENZYME 1)7/1 .90E-30//1 92aa//38%//P51400 
TESTI20030440//rRICHOHYALIN.//2.80E-21//412aa//26%//P37709 
TESTI20030610 

TESTI20031310//ALPHA-1-ANTICHYMOTRYPSIN PRECURSOR (ACT).//7.80E-222//423aa//99%//P01011 
TESTI20031410//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN).//6.10E-11//449aa//24%//Q03410 
15 TESTI20032770//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR.//1.40E-07//121aa//37%// 
P40602 

TESTI20034750 
TESTI20035330 

TESTI20035790//SPLICING FACTOR. ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR SRP75)7/ 
20 2.30E-44//346aa//37%//Q08170 

TESTI20038240//MUS musculus neprilysin-like metal lopeptidase 1 (Nil) mRNA, complete cds.//0//770aa//77%// 

API 76569 

TESTI20040850 

TESTI20041630//MUS musculus mRNA for type II cytokeratin, complete ccls.//1 .30E-151//407aa//75%//AB033744 
25 TESTI20043130 

TESTI200431 80//mouse mRNA for megakaryocyte potentiating factor, complete cdsy/8.40E-06//392aa//24%//D86370 

TESTI20043220//ORM1 PROTEIN. //6.40E-21 //1 38aa//37%//P53224 

TESTI20043910 

TESTI20043990//APOMUCIN (MUCIN CORE PROTEIN) (FRAGMENT).//8.70E-64//283aa//53%//P12021 
30 TESTI20044900//Strongylocentrotus purpuratus radial spokehead mRNA, complete cds.//2.50E-150//447aa//61%// 
U73123 

TESTI20045390//Homo sapiens adiican mRNA, complete cds.//1.80E-173//632aa//47%//AF245605 

TESTI20045740 

TESTI20046110 

35 TESTI20046490//Homo sapiens B2 gene partial cDNA, clone B2E,//4.30E-33//284aa//34%//AJ002220 
TEST120046540 

TESTI20046870//RETINAL-BINDING PROTEIN (RALBP).//4.00E-06//244aa//23%//P491 93 
TESTI20046890//MUS musculus axotrophin mRNA, complete cds.//2.30E-40//173aa//53%//AF1 55739 
TESTI20047370//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PR0TEIN).//1 .90E-22//695aa// 
40 28%//P54258 

TEST120047930//Homo sapiens NY-REN-2 antigen mRNA, complete cds.//1 .50E-1 91 //530aa//67%//AF1 56095 
TESTI20049060//H,sapiens mRNA for SIRP-beta1 .//2.50E-31//1 72aa//46%//Y1 0376 
TESTI20D49410 
TESTI20049990 
45 TESTI20050170 
TESTI20050400 

TESTI20050720//SUCCINYL-COA:3-KETOACID-COENZYME A TRANSFERASE PRECURSOR (EC2. 8. 3.5) (SUC- 
CINYL C0A:3-0X0ACID COA-TRANSFERASE) {OXCT)y/1.40E'208//519aa//74%//P55809 

TESTI20051200//POLYPEPTIDE N-ACEP»^LGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- UDP 
50 ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N-ACETYLGALACTOSAMINYL- 
TRANSFERASE) (GALN AC-T1 ).//6. 1 0E-50//1 89aa//49%//Q1 0472 
TESTI20051 730//MALTOSE PERMEASE.//2.20E-05//327aa//23%//Q45632 
TESTI20052670 

TESTI20053070//HYPOTHETICAL WD-REPEAT PROTEIN SLL0163y/5.00E-06//172aa//28%//Q55563 
55 TESTI20053260 
TESTI20053780 
TEST120053800 
TESTI20053950 
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TESTI20054700//Streptococx;us pneumoniae strain g375 surface protein PspC (pspC) gene, pspC-8. 1 allele, complete 
cds.//6.70E-1 1//21 9aa//32%//AF1 5401 5 

TESTi20055680//rRANSLATION INITIATION FACTOR IF.2.//6.90E-08//98aa//41%//060841 
TESTI20055880 

5 TESTI20056030//Homo sapiens 88-kDa Golgi protein (GM88) mRNA, complete cdsy/3.60E-103//316aa//6896// 
AF204231 
TESTI20057200 

TESTI20057430//ZINC FINGER PROTEIN 8 (ZINC FINGER PROTEIN HR18> (FRAGMENT).//3.00E-307//543aa// 
99%//P17098 

10 TESTi20057590//rYROSlNE-PROTEIN KINASE-LIKE 7 PRECURSOR (COLON CARCINOMA KINASE-4) (CCK-4).// 
7.80E-07//1 52aa//27%//Q1 3308 

TESTI20057840//INHIBITOR OF APOPTOSIS PROTEIN (lAP) (INHIBITOR OF T CELL APOPTOSIS PROTEIN).// 
7.20E-08//86aa//36%//Q90660 

TESTI20057880//CALDESMON (CDM)y/6.20E-08//203aa//29%//P1 2957 
15 TESTI20068350//SERiNEn-HREONINE PROTEIN PHOSPHATASE 2A, 65 KDA REGULATORY SUBUNIT B, GAM- 
MA ISOFORM (PP2A, SUBUNIT B, B-GAMMA ISOFORM) {PP2A, SUBUNIT B, B55-GAMMA ISOFORM) (PP2A, 
SUBUNIT B, PR55-GAMMA ISOFORM) (PP2A, SUBUNIT B, R2-GAMMA ISOFORM)./^.00E-232//426aa//99%// 
P50410 

TESTI20058920/mJBULIN ALPHA-3/ALPHA-7 CHAIN7/3.50E-148//277aa//98%//P05214 
20 TESTI20059080//Homo sapiens hyaluronldase (LUCA-3) mRNA, complete cdsy/2.40E-1 70//298aa//1 00%//AF04071 0 
TESTI20059330 
TESTI20059370 
TESTI20059480 
TESTI20059790 

25 TESTI20059810//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/7.50E-153//536aa//52%//P51523 
TESTI20060080//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT) .//5.30E-09//236aa//24%//P39922 
TESTI20060150 
TESTI20060360 
TESTI20060450 

30 TESTI20060830//MUS musculus mRNA for MIWI (plwl), complete cds.//0//824aa//94%//AB032604 
TESTI20061090 

.TESTI20061200//NITRITE EXTRUSION PROTEIN (NITRITE FACILITATOR).//4.90E-06//379aa//23%//P46907 

TESTI20062120//poly(A)-specific ribonuclease (deadenylation nuclease) ; deadenylatlon nuclease [Homo sapiens]// 

1 .00E-38//1 44aa//36%//NP_002573 
35 TESTI20062180 

TESTI20062580 

TESTI20063330 

TESTI20063410 

TESTI20063600 
40 TEST120064370 

TESTI20064530//microtubule-associated protein like echlnodemi EMAP [Homo sapiens].//1.00E-173//562aa//48%// 
XPJ09139 

TESTI20084650//Rattus norvegicus myr 6 myosin heavy, chain mRNA, complete cdsy/0//646aa//91%//U60416 
TESTI20064990 

45 TESTI20065650//INNER CENTROMERE PROTEIN (INCENP)y/1 .00E-14//273aa//27%//P53352 
TESTI20066150 
TESTI20066170 
TESTI20066280 

TESTI20066330//FIBRONECTIN PRECURSORy/9.10E-12//408aa/^2%//Q91740 
50 TESTI20066590 

TESTI20066650//CELL DIVISION CONTROL PROTEIN 25y/2.20E-18//216aa//32%//P04821 
TESTI20067350 

TESTI20067440//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US0iy/2.90E-11//553aa//20%//P25386 
TESTI20067480//ZINC FINGER PROTEIN 184 (FRAGMENT)y/8.60E-134//421aa//50%//Q99676 
55 TESTI20068530 

TESTI20068790//rRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER2. 9/ER2,6)y/7.50E- 

06//240aa//28%//P291 28 

TESTI20068940 
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TESTI20070400//Homo sapiens CTL2 geney/5.90E-229//694aa//55%//AJ245621 
TEST120070740 

TESTI20071130//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE ALPHA ISOFORMy/6.30E-09//399aa//23%//Q02566 
TESTI20071630//GLIOMA PATHOGENESIS-RELATED PROTEIN (RTVP-1 PROTEIN).//5.10E-44//203aa//42%// 
5 P48060 

TESTI20073460 

TESTI200752401 /HYPOTHETICAL ZINC FINGER PROTEIN KIAA0961 7/3.20E-1 45//492aa//56%//Q9Y2G7 
TESTI20076570//Homo sapiens mitogen-actlvated protein kinase phosphatase x (MKPX) mRNA, complete cds,// 
7.20E-66//1 26aa//1 00%//AF1 6551 9 
10 TESTI20076920 
TESTI20079060 

TESTI20079220//ZINC FINGER PROTEIN 29 (ZFP-29).//2.0aE-73//281aa//49%//Q07230 

TESTI20079980//SEGMENT POLARITY PROTEIN DISHEVELLED HOMOLOG DVL-1 (DISHEVELLED-1) (DSH HO- 
MOLOG 1 ).//7. 1 0E-21 2//41 3aa//93%//P51 1 41 
15 TESTI20080460 

TESTI20081890//SPA-1 like protein pi 294 [Rattus norvegicus]//5.80E-129//385aa//41%//AF026504 
TESTI20083890 

TESTI20084260//OXYSTEROL-BINDING PROTEIN. //3.70E-1 83//561 aa//62%//P1 6258 
TESTI20086670 

20 TESTI20086840//CARTILAGE MATRIX PROTEIN PRECURSOR (MATRILIN-1).//3.40E-09//1 81aa//29%//P05099 

TESTI20088840/yZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN),//2.60E-73//258aa//31%//Q62158 

TESTI20089290 

TESTI20090180 

TESTI20090970 
25 TESTI20091360 

TESTI20092170 

TESTI20093900 

TESTI20094620 

TESTI20095200//HYPOTHETICAL 98.3 KDA PROTEIN B0495.7 IN CHROMOSOME ll.//1.30E-63//328aa//40%// 
30 Q09216 

TESTI20095440//ijrobable membrane protein YOR240W - yeast (Saccharomyces cerevisiae)//1 .00E-25//98aa//55%// 
S67133 

TESTI20095770//NEDD1 PROTEIN (FRAGMENT).//5.80E-297//648aa//85%//P33215 
TESTI20095880//H YPOTHETICAL SYM PORTER SLL1 3747/3.80 E-26//243aa//27%//P741 68 
35 TESTI20097270 

TESTI20099350//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN. TYPE B) 
(NMMHC-B).//1.50E-26//566aa//23%//P35580 

TESTI20100090//Homo sapiens endocytic receptor Endo180 (ENDO180) mRNA, complete cds.//5.00E-161//317aa// 
93%//AF1 34838 
40 TESTI201 02390 

TESTI20103690//Columba livia mRNA for 5'-nucleotidase7/2.70E-114//324aa//66%//AJ131243 
TESTI20104090//TRANSCRIPTIONAL ENHANCER FACTOR TEF-4 (EMBRYONIC TEA DOMAIN-CONTAINING 
FACTOR) (ETF) (ETEF-1) (TEAD-2)7/1 .60E-228//450aa//92%//P48301 
TESTI20105130//MYOTUBULARIN.//4.30E-95//537aa//38%//Q13496 
45 TESTI20105910//AMILORIDE-SENSITIVE SODIUM CHANNEL DELTA-SUBUNIT (EPITHELIAL NA+ CHANNEL 
DELTA SUBUNIT) (DELTA ENAC) (NONVOLTAGE-GATED SODIUM CHANNEL 1 DELTA SUBUNIT) (SCNED) (DEL- 
TA NACH)7/0//636aa//977o//P51172 

TESTI20106170//MUS musculus spemiatid WD-repeat protein mRNA, complete cds.//2.20E-167//367aa//83%// 
AF274321 

so TESTI20106820//PROTEIN KINASE C. ETA TYPE (EC 2.7.1.-) (NPKC-ETA) (PKC-L).//5.40E-53//97aa//100%// 
P24723 

TESTI20107240//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT 1 0 (EIF-3THETA) (EUKARYOTIC 
TRANSLATION INITIATION FACTOR 3 LARGE SUBUNIT) (PNLA-35).//5.60E-07//428aa//22%//Q40554 
TESTI20107320//G1/S-SPECIFIC CYCLIN C-TYPE.//1 .20E-05//130aa//26%//P93411 
55 TESTI201 07340 

TESTI201 08060//SERINEn-HREONINE PROTEIN PHOSPHATASE PP1 -BETA CATALYTIC SUBUNIT (EC 3.1 .3.1 6) 
(PP-1 B)7/1 . 1 0E-78//1 45aa//1 00%//P371 40 

TESTI20112540//CALDESMON (CDM)7/9.10E-06//203aa//30%//P12957 
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TESTI20112860//MYOSIN LIGHT CHAIN KINASE (EC 2.7.1.117) (MLCK).//1.60E-54//290aa//40%//P25323 

TESTI20113150 

TESTI20113940 

TESTI20114480//Human 1(3)mbt protein homolog mRNA, complete ccls7/7.10E-146//582aa//49%/AJ89358 
5 TESTI201 16050 

TESTI201 1 61 20//Aegllops squarrosa partial GAG56D gene for gamma-gliadin, accession Clae 24.//3.1 0E-07//93aa// 
40%//AJ389681 
TESTI20117500 
TEST(20118460 
10 TESTI201 20500 
TESTI201 20900 

TESTI20121040//PROBABLE PROTEIN PHOSPHATASE 2CT23F11 .1 (EC3.1 .3.16) (PP2C).//8.60E-13//91aa//39%// 
P49596 

TESTI20121710//HYPOTHETICAL 57.5 KDA PROTEIN IN VMA7-RPS25A INTERGENIC REGiONy/6.00E-08// 
15 292aa//26%//P53214 

TESTI20122070//Xenopuslaevls ER1 mRNA, complete cdsi/1.80E-78//341aa//49%//AF01 6454 
TESTI201 22440 
TESTI201 24440 

TESTI20125280//IVI-PROTEIN, STRIATED MUSCLEy/3.60E-68//295aa//46%//Q02173 
20 TESTI201 25440 

TESTI20125920//G PROTEIN PATHWAY SUPPRESSOR 1 (GPS1 PROTEIN) (MFH PROTEIN).//5.20E-199//367aa// 
98%//Q13098 

TESTI20126280//MUS musculus STAP mRNA for spemn tail associated protein, complete cds.//4.60E-213//769aa// 
57%//AB029919 

25 TESTI20130530//INSULIN-DEGRADING ENZYME (EC 3.4.24.56) (INSULYSIN) (INSULINASE) (INSULIN PRO- 
TEASE).//1 .60E-237//464aa//94%//P14735 

TESTI20131440//CARBOXYPEPTIDASE A1 PRECURSOR (EC 3,4. 17. 1)7/2.80 E-107//332aa/%58%//P 15085 
TESTI201 32310 
TESTI201 32680 
30 TESTI201 34010 
TESTI201 34270 

TESTI20134680//CENTROMERIC PROTEIN E (CENP-E PROTEIN).//2.40E-08//796aa//19%//Q02224 
TEST120134970//M.musculus Tenr mRNA for RNA binding protein.//5.50E-265//559aa//88%//X84693 
TESTI20136010/IMYOSIN HEAVY CHAIN, NONMUSCLE (CELLULAR MYOSIN HEAVY CHAIN) (NMMHC).//1.10E- 
35 1 1//438aa/y23 V/P1 41 05 

TESTI20140970W_segment translation product [Homo saplens].//6.30E-51//101aa//99%//AAC80210 
TESTI201 42480 

TESTI201 42540/IMPV1 7 PROTEIN.//8.00E-62//1 1 6aa//98%//P3921 0 

TESTI20143180//CENTROMERIC PROTEIN E (CENP-E PROTEIN).//3.30E-09//507aa//22%//Q02224 
40 TESTI20144390//TESTIS-SPECIFIC PROTEIN PBS13.//6.40E-76//251aa//63%//Q01755 

TESTI20145780//MUS musculus mRNA for SH2-containing leukocyte protein 65.//1 .20E-13//91aa//36%//Y17159 
TESTI20148380//TRANSFORMATION-SENSmVE PROTEIN lEF SSP 3521 .//2.50E-05//193aa//2296//P3 1948 
TESTI201 49880 

TESTI20150420//RHO-GTPASE-ACTIVATING PROTEIN 1 (GTPASE- ACTIVATING PROTEIN RHOGAP) (RHO-RE- 
45 LATED SMALL GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE- ACTIVATING PROTEIN) (P50-RHOGAP).// 
4.50E-09//1 29aa//34%//Q07960 

TESTI20150920//PROTEIN PHOSPHATASES PP1 REGULATORY SUBUNIT SDS22.//2.60E-16//193aa//34%// 
P22194 

TESTI20151050 
50 TESTI20151800 
TESTI201 52490 

TESTI20153310//LAMIN B3.//6.30E-13//104aa//41%//P48680 

TESTI20164370//HYALURONAN MEDIATED MOTILITY RECEPTOR (INTRACELLULAR HYALURONIC ACID BIND- 
ING PROTEIN) (RECEPTOR FOR HYALURONAN-MEDIATED MOTILITY). //1. 10E-07//300aa//21%//075330 
55 TEST(201 59380 
TESTI20161010 

TESTI201 62780//COTE1 PR0TEIN,//1 .OOE-1 07//207aa//99%//P81 408 

TESTI20162980//DNA-DAMAGE INDUCIBLE PROTEIN DDIiy/1.80E-39//174aa//48%//P40087 
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TESTI20164210//PROTE1N KINASE C-BINDING PROTEIN NELL1 (NEL-LIKE PROTEIN 1) {FRAGMENT).//1.60E- 
88//1 63aa//92%//Q92832 
TESTI201 65680 
TESTI201 65990 

5 TESTI201 66290//Homo sapiens NY-REN-50 antigen mRNA, partial cds.//3.00E-223//426aa//93%//AF1 651 1 2 
TESTI20166670//HOMEOBOX PROTEIN H0X-B1 (HOX-2l).//6.70E-06//224aa/y29V/P14653 
TESTI201 67580 

TESTI20168880//BREAKPOINT CLUSTER REGION PROTEIN (EC 2.7.1 .-)y/2.10E-23//57aa//92%//P1 1274 
TESTI20169500//HYPOTHETICAL 51.9 KDA PROTEIN C27F1 .040 IN CHROMOSOME I.//9.60E-1 7//428aa//25%// 
10 Q10173 

TESTI20170170//Homo sapiens mRNA for chondroitin-4-sulfotransf erase (C4ST gene).//1.10E-53//277aa//40%// 
AJ269537 
TESTI201 70280 
TESTI201 70690 
15 TESTI201 70890 

TESTI20171070//CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-4 (DNA-BINDiNG PROTEIN 
TAXREB67) (CYCLIC AMP RESPONSE ELEMENT-BINDING PROTEIN 2) (CREB2)7/2.60E-63//136aa//91%// 
PI 8848 

TESTI201 73050 
20 TESTI201 73110 

TESTI20173960//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .90E-1 04//335aa//48%// 
Q05481 

TESTI201 75370//MYOSIN HEAVY CHAIN, NONMUSCLE (CELLULAR MYOSIN HEAVY CHAIN) (NMMHC).//1 .OOE- 
1 1 //29paa//25%//P 1 41 05 

25 TESTI201 76450/Ahioredoxln Interacting factor (Mus musculus]y/1 .00E-76//300aa//46%//AAG32665 
TESTI201 79230 
TESTI201 79510 

TESTI20180600//Homo sapiens HOM-TES-85 tumor antigen mRNA, complete cds.//8.10E-106//202aa//99%// 
AF1 24430 
30 TESTI201 82210 

TESTI20182760//AMILORIDE-SENSmVE SODIUM CHANNEL DELTA-SUBUNIT (EPITHELIAL NA+ CHANNEL 
DELTA SUBUNIT) (DELTA ENAC) (NON VOLTAGE-GATED SODIUM CHANNEL 1 DELTA SUBUNIT) (SCNED) (DEL- 
TA NACH)y/5.90E-1 85//336aa//99%//P51 1 72 

TESTI201 83680//EARLY NODULIN 20 PRECURSOR (N-20).//5.1 0E-08//127aa//37%//P93329 
35 TESTI201 84280 

TESTI201847501/LAMININ ALPHA-1 CHAIN PRECURSOR (LAMININ A CHAIN). //2.30E-200//377aa//99W/P25391 
TESTI20184760//ZINC FINGER PROTEIN 29 (Z FP -29)7/9. 70 E-74//281aa//49%//Q07230 
TESTI201 84820 
. TESTI20186110 
40 TESTI201 92570 

TESTI20193080//GAR22 PROTEIN.//5.10E-153//313aa//92%//Q99501 
TESTI201 93520 

TESTI20194880//PERIOD CIRCADIAN PROTEIN 1 (CIRCADIAN PACEMAKER PROTEIN RIGUI) (HPER)7/1,50E- 
1 1//288aa//30%//01 6534 

45 TESTI20196690//BOS taurus pyruvate dehydrogenase phosphatase regulatory subunit precursor, mRNA, complete 
cds.//9. 1 0E-11 4//224aa//92%//AF026964 

TESTI20196970//rHIMET OLIGO PEPTIDASE (EC 3.4.24.16) (ENDOPEPTIDASE 24.15) (MP78).//4.00E-106// 
147aa//100%//P52888 
TESTI201 97030 
50 TESTI201 97290 

TESTI20197600//rRANSCRIPTIONAL REPRESSOR CTCR//5.30E-120//271aa//82%//P49711 
TESTI201 98540 
TESTI201 98600 

TESTI20199110//disintegrin-like testicular metal loproteinase (EC 3.4.24.-) IVb - crab-eating macaque (fragment) // 
55 1 .oOE-1 67//331 aa//84%//l65253 
TESTI201 99980 
TESTI20200120 
TESTI20200840 
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TESTI20201760//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN).//4.70E-09//189aa//25%//Q15431 

TEST120202830 

TESTI20204260 

TESTI20205100//rRICHOHYALIN.//2.60E-15//343aa//24%//P37709 
5 TESTI20205160 

TESTI20205250//phosphatidylinosltol-4-phosphate 6-klnase homolog T3K9.2 - Arabidopsis thaliana //4.20E-21// 
194aa//33%//T02098 

TESTI20207170//Human testls-specific protein (TSPY) mRNA. complete cds.//6.60E-111//231aa//96%/AJ68096 
TESTI20209060//HYPOTHETICAL 113.1 KDA PROTEIN IN PRES-FET4 INTERGENIC REGI0N.//1 .90E-05//462aa// 
10 22%//Q04893 
TESTI20210030 

TESTI2021 0570//RETINAL-BINDING PROTEIN (RALBP).//5.00E-53//327aa//36%//P49193 
TESTI20211380 

TESTI20212970//PUTATIVE ATP-DEPENDENT RNA HELICASE YIR002G.//5.90E-85//468aa//32V/P40562 
15 TEST120214630 

TESTI20215310//Homo sapiens calcyclin binding protein mRNA, complete cds.//6.60E-95//182aa//100%//AF057356 
TESTI2021 911 0/ZTYROSINE-PROTEIN KINASE-LIKE 7 PRECURSOR (COLON CARCINOMA KINASE-4) (CCK-4).// 
4,00E-23//53aa//1 00%//Q1 3308 
TESTI20219390 

20 TESTI20220230//BOS taurus Relssner's fiber glycoprotein I mRNA, partial cdsy/1 .20E-1 0//77aa//50%//AF078930 
TEST120221790 

TESTI20222030//Homo sapiens very long-chain acyl-CoA synthetase (BG1) mRNA, complete cdsy/6.10E-172// 
643aa//50%//AF1 79481 

TESTI20222460//DYNEIN GAMMA CHAIISI, FLAGELLAR OUTER ARM.//1.50E-138//589aa//46%//Q39575 
25 TESTI20223380 

TESTI20226520//TUBULIN-TYROSINE LIGASE (EC 6,3.2.25) (TTL).//6.70E-06//164aa//30%//P38160 
TESTI20227380//DEAD BOX PROTEIN 4 (VASA HOMOLOG) (RVLG)7/1.10E-263//577aa//86%//Q64060 
TESTI20228120//RHO-GTPASE-ACTIVATING PROTEIN 6 (RHO-TYPE GTPASE- ACTIVATING PROTEIN RHOG- 
APX-1) (FRAGMENT).//4.50E-12//1 64aa//34%//054834 
30 TESTI20228740//ZINC FINGER PROTEIN 135y/3,50E-25//132aa//43%//P52742 

TESTI20244220//MYOSIN HEAVY CHAIN IB (MYOSIN HEAVY CHAIN lL)7/6.50E-11//77aa//42%//P19706 
TESTI20244430//ANKYRIN 1 (ERYTHROCYTE ANKYRIN) (ANKYRIN R) (ANKYRINS 2.1 AND 2.2) 7/3.70 E-1 5// 
173aa//35%//P16157 

TESTI20244460//ADENYLATE KINASE, CHLOROPLAST (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE).// 
35 3.60E-34/^09aa//37%//F431 88 

TESTI20244730//MUS musculus alpha/beta hydrolase-1 mRNA, complete cds.//8.20E-113//266aa//81%//AF1 89764 

TESTI20245600//HYPOTHETICAL 118.4 KDA PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECURSOR.// 

4.50E-06//236aa//27%//P471 79 

TESTI20245860 
40 TESTI20246410 

TESTI20246480//Homo sapiens gemiline specific RNA binding protein (DAZL1) mRNA, complete cds.//5.00E-22// 
86aa//55%//U66726 

TESTI20247440//Human BLu protein testis Isofonn (BLu) mRNA, complete cds.//5.40E-46//91aa//96%//U70880 
TESTI20248850 

45 TESTI20249360//Homo sapiens DEME-6 mRNA, partial cds.//4.70E-94y/299aa//56%//AF0071 70 
TESTI20250220//rRICHOHYALIN7/5.40E-54//537aa//30%//P37709 

TESTI20250630//Columba llvia mRNA for 5'-nucleotldase.//3.80E-115//328aa//66%//AJ131243 
TESTI20251440//Rattus norvegicus (rsec6) mRNA, complete cds.//3.80E-31//379aa//2896//U32575 
TESTI20251610//INTER-ALPHATRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2).// 
so 1.1 0E-07//1 82aa//26%//002668 

TESTI20251740//FYN-BINDING PROTEIN (SLP-76 ASSOCIATED PROTEIN) (SLAP-130).//6.30E-16//88aa//50%// 
015117 

TESTI20262690//SEGMENT POLARITY PROTEIN DISHEVELLED.HOMOLOG DVL-3 (DISHEVELLED-3) (DSH HO- 
MOLOG 3) (KIAA0208).//4.60E-137//304aa//85W/Q92997 
55 TESTI20254030//Homo sapiens actin-binding double-zinc-finger protein (abLIM) mRNA, complete cdsy/6.70E-150// 
280aa//96%//AF005654 
TESTI20254090 
TESTI20254480 
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TESTI20254990//ZINC FINGER PROTEIN GL13 (NEURAL SPECIFIC DNA BINDING PROTEIN XGLI3) (XGLI-3).// 
6.60E-46//1 05aa//75%//Q91 660 

TESTI20255460//MUS musculus mRNA for MIWI (piwi), complete cds.//1 .50E-225//864aa//49%//AB032604 
TESTI20256560//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC110).//5.70E-06//590aa//19%// 
5 P32380 

TESTI20257910//HLA CLASS I HISTOCOMPATIBILITY ANTIGEN, ALPHA CHAIN G - PRECURSOR (HLA G ANTI- 
GEN).//! .90E-1 22//223aa//1 00V/P1 7693 

TESTI20268720//ANKYRIN 1 (ERYTHROCYTE ANKYRIN) (ANKYRIN R) (ANKYRINS 2.1 AND 2.2)7/1 .20E-1 0// 
233aa//27%//P16157 
10 TESTI20259110 
TESTI20259200 
TESTI20260140 

TESTI20260640//hellcase II homolog - fruit fly (Drosophila sp.)//2.70E-27//374aa//27%//T13889 
TESTI20261 040//DPY-1 9 PROTEIN.//2.1 0E-47//31 6aa//34V/P3441 3 
IS TESTI20261160//MUS musculus rasGAP-activating-like protein mRNA, complete cds.//1.60E-21//129aa//41%// 
AF086714 

TESTI20261680//HEAT SHOCK PROTEIN 30C,//1 .70E-08//136aa//27%//P30218 

TESTI20262150//Rattus nojvegicus mRNA for voltage-gated ca channel, complete cds.//0//822aa//87%//AB018253 
TESTI20262940//rUBULIN-TYROSINE LIGASE (EC 6.3.2.25) (TTL)y/5.70E-10//218aa//25%//P38160 
20 TESTI20264530//PUTATIVE SERINEiTHREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-.//6.60E-18//219aa//34%// 
P49695 

TESTI20264910 
TESTI20265150 
TESTI20265340 
25 TESTI20265890 

TESTI20266050//52 KDA RO PROTEIN (SJOGREN SYNDROME P*^PE A ANTIGEN (SS-A)) (RO(SS-A)).//2.10E- 
77//472aa//38%//P1 9474 

TESTI20268240//Homo sapiens membrane-associated nucleic acid binding protein mRNA, partial cdsy/1.90E-52// 

41 2aa//36%//AF255303 
30 TESTI20269250 
TESTI20269360 

TESTI20270130//FIBRILLARINy/2:10E-11//97aa//43%//Q22053 
TESTI20271790//Human p76 mRNA, complete cdsy/6.9e-317//496aa//99%//U81006 
TESTI20272380 

35 TESTI20274960//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)y/7.90E-126//342aa//63%//P51522 
TEST120277300 

TEST120278280//MUS musculus p53 apoptosls-assoclated target (Perp) mRNA, complete cds.//3,40E-84//155aa// 
88%//AF249870 

TESTI20282420//MUS musculus EPCS26 mRNA. complete cdsy/2.40E-19//122aa//3396//AF260838 
40 TESTI20282530//ZINC FINGER PROTEIN 135y/1 .60E-56//271 aa//39%//P52742 
TESTI20282900 

TESTI20284260//HISTONE H2B F (H2B 291A),//2.10E-22//120aa//43%//P10853 

TESTI20285230//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAMI- 
NASE)(RNA EDITING ENZYME 1)y/2.10E-20//192aa//38%//P51400 
45 TESTI20286590//Human type 3 Inositol 1 ,4,5-trlsphosphate receptor (ITPR3) mRNA, complete cds,//1.00E-93// 
185aa//100%//U01062 
TESTI20287760 

THYMU10004280//ZINC-FINGER PROTEIN HT2A (72 KDATAT-INTERACTING PROTEIN)y/7.90E-13//87aa//42%// 
01 3049 

50 THYMU20006020//ISOCITRATE DEHYDROGENASE [NAD] SUBUNIT ALPHA, MITOCHONDRIAL PRECURSOR 

(EC 1.1.1,41) (ISOCITRIC DEHYDROGENASE) (NAD+-SPECIFIC ICDH).//2.60E-120//229aa//99%//P50213 

THYMU20007020 

THYMU20007750 

THYMU20008000 
55 THYMU20009460 

THYMU20009500 

THYMU20009710 

THYMU20010180//MOB1 PROTEIN (MPS1 BINDER 1)y/2.60E-31//136aa//50%//P40484 
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THYMU20010710 
THYMU20012020 
THYMU20012560 

THYMU20013250//LIM DOMAIN KINASE 2 (EC 2.7.1.-) (LIMK-2)y/3.50E-213//354aa//99%//P53671 
5 THYMU2001 381 0//Human SEC7 homolog Tic (TIC) mRNA, complete cds./^.30E-88//1 38aa//96%//U631 27 

THYMU20014430 

THYMU20017270 

THYMU20018250 

THYMU20018390 
10 THYMU20019000 

THYMU20019260/yZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1)7/6.80E-49//137aa//68%// 
Q03923 

THYMU20020370 

THYMU20020800//LMBR1 long form [Mus musculus].//3.00E-69//198aa//55%//AAF91092 
IS THYMU20021090//Homo sapiens Sex comb on midleg homolog 1 Isoform 1 (SCMH1 ) mRNA, complete cds.//4.40E- 
80//1 49aa//63%//AF1 49045 
THYMU20021540 

THYMU20023560//DNA BINDING PROTEIN RFX2.//6.70E-25//59aa//94%//P48378 

THYMU20024600//NEUROFILAMENT TRIPLET M PROTEIN (160 KDA NEUROFILAMENT PROTEIN) (NF-M).// 
20 6.20E-06//296aa//22%//P1 6053 
THYMU20025480 

THYMU20026950//MUS musculus ROSA 26 transcription AS ROSA26AS mRNA, complete cds./^.20E-12/^85aa// 
23%//U83176 

THYMU20028150//AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1) (TRANSIENT AXONAL GLYCO- 
2S PROTEIN 1 )y/2.20E-33//301 aa//31 %//Q02246 

THYMU20028410//MUS musculus Pax transcription activation domain interacting protein PTIP mRNA, complete cds.// 

1 .70E-1 44//345aa//81 %//AF1 04261 

THYMU20029830 

THYMU20030460//Homo sapiens tumor endothelial marker 7 precursor (TEM7) mRNA, complete cdsy/2.10E-123// 
30 230aa//99%//AF2791 44 
THYMU20030690 

THYMU20031330//Homo sapiens putative nucleotide binding protein mRNA, complete cds.//1.00E-18//64aa//82%// 
AF1 18394 

THYMU20032820//ZINC FINGER PROTEIN 1357/1. 40 E-82//258aa//55%//P52742 
35 THYMU20034400//26S proteasome subunit p44.5 [Homo saplens]//8.80E-29//71 aa//91%//AB0031 02 
THYMU20034790 
THYMU20036500 

THYMU20039320//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//1.40E-09/^06aa// 

27%//P49695 
40 THYMU20043440 

THYMU20043560 

THYMU20044100 

THYMU20044520 

THYMU20046350 
45 THYMU20046770 

THYMU20049060//SPLICING FACTOR. ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35)(SC-35) (SPLICING 

COMPONENT, 35 KDA) (PR264 PROTEIN).//6.00E-41//119aa//76%//P30352 

THYMU20050010 

THYMU20051340 

50 THYMU20052460//PHORBOUN I (FRAGMENTS)y/5.80E-20//1 11 aa//45%//P31 941 

THYMU20052830//Homo sapiens mRNA for Immunoglobulin lambda heavy chain7/1 .50E-237//477aa//90%//Y14737 

THYMU20054800 

THYMU20055460 

THYMU20055460//ESTERASE D (EC 3. 1. 1. 1).//7.60E-57//107aa//100%//P10768 
55 THYMU20055740 

THYMU20055760//MUS musculus group IIF secreted phospholipase A2 (Pla2g2f) mRNA, complete cds7/1,70E-73// 

1 65aa//75%//AF1 66099 

THYMU20058550 
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THYMU20060480 
THYMU20062520 

THYMU20062610//DYNEIN GAMMA CHAIN, FLAGELLAR OUTER ARM.//1.70E-156//585aa//50%//Q39575 
THYMU20062770/AJROMODULIN PRECURSOR CTAMM-HORSFALL URINARY GLYCOPROTEIN) {THP).//4.20E- 
5 22//253aa//28%//P27690 

TH YMU20063650//Homo sapiens mRNA for putative rlbulose-5-phosphate-epimerase, partial cds,//9.30E-57//1 1 6aa// 

97%//AJ224326 

THYMU20064680 

THYMU20066660//Homo sapiens putative ATP-dependent RNA helicase R0K1 mRNA, complete cdsy/9.20E-153// 
10 361 aa//85%//AF077033 
THYMU20069130 
THYMU20069460 
THYMU20069650 

THYMU20070250//rRANSKETOLASE (EC 2.2.1.1) (TK).//4.50E-288//513aa//96%//P29401 
15 THYMU20071120//ZtNC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//1 .40E-229//636aa//74%// 
Q03923 

THYMU20071460 
THYMU20072580 
THYMU20073070 
20 THYMU20073080 

THYMU20077250//T-CELL-SPECIFIC TRANSCRIPTION FACTOR 1 (TCF-1) (T-CELL FACTOR 1) (TRANSCRIP- 
TION FACTOR-7).//4.1 0E-90//1 76aa//96%//Q0041 7 
THYMU20078020 
THYMU20078240 
2S THYMU20079690 
THYMU20080490 

THYMU20081110//PINCH PROTEIN (PARTiCULARY INTERESTING NEW CYS-HIS PROTEIN).//4.00E-28//60aa// 
86%//P48059 
THYMU20083390 
30 THYMU20083500 

THYMU20083830//Homo sapiens angiostatin binding protein 1 mRNA, complete cds.//2.30E-09//230aa//28%// 

AF286598 

THYMU20084520 

THYMU20086430 

35 THYMU20087270//POTENTIAL PHOSPHOLIPID-TRANSPORTING ATPASE MB (EC 3.6.1.-.//7.20E-154/^35aa// 
88%//P98195 
THYMU20089170 
THYMU20089900 

THYMU20090230//Homo sapiens ribonucleoprotein mRNA, complete cds.//9.30E-73//133aa//100%//L32610 
40 THYMU20091040 

THYMU20095920//Homo sapiens nuclear prelamin A recognition factor mRNA, complete cds./^.90E-94//178aa// 
100%//AF1 28406 

THYMU20096580//SERYL-TRNA SYNTHETASE (EC 6.1.1.11) (SERINE-TRNA LIGASE) (SEARS).//9.90E-20// 

45aa//97%//P49591 

45 TH YMU20097920//mitogen inducible gene mig-2 - human//2.50E-1 97//477aa//55%//S69890 

THYMU20098350//KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 6) (K5) (CK 5) (58 KDA CYTOKERATIN).// 

3.40E-267//577aa//89%//P 1 3647 

THYMU20099060//IG ALPHA-1 CHAIN C REGION.//1,70E-196//353aa//99%//P01876 

THYMU20100940//POTENTIAL PHOSPHOLIPID-TRANSPORTING ATPASE IR (EC 3.6.1.-) (FRAGMENT)y/0// 
50 646aa//99%//Q9Y2G3 

THYMU20104480//rRICHOHYALIN.//2.90E-21//300aa//28%//P37709 

THYMU20106990//MUS musculus evectln-2 (Evt2) mRNA, complete cds.//2.20E-112//222aa//90%//AF189817 
THYMU20110720//PROBABLE AMINOTRANSFERASE T01B11.2 (EC 2.6.1 .-).//6.90E-40//211aa//41%//P91408 
THYMU201 12570 

55 THYMU20112590//Homo sapiens AP-4 adaptor complex beta4 subunlt mRNA. complete cds.//3.40E-306//534aa// 
99%//AF092094 
THYMU201 15380 
THYMU201 15730 
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THYMU201 17850 

.THYMU20120240//Arablclopsls thallana ubiquitln-specific protease (AtUBP4) mRNA, complete cdsy/4.10E-18// 
179aa//28%//U76846 

THYMU20120730//ALDEHYDE DEHYDROGENASE, DIMERIC NADP-PREFERRING (EC 1.2.1.5) (ALDH CLASS 
5 3).//2.1 0E-203//379aa//99%//P30838 

THYMU20121040//ELONGATION FACTOR 1-DELTA (EF-1-DELTA).//5.30E-149//281aa//99%//P29692 

THYMU201 28910 

THYMU201 29020 

THYMU201 30470 

THYMU201 34260 

THYMU201 37050 

THYMU201 37570 

THYMU20139160 

THYMU201 40510 

is TH YMU201 43230//Homo sapiens mRNA for stabllln-1 (stabi gene)y/1 .70E-1 77//31 7aa//99%//AJ27521 3 
THYMU20145990//nesca protein [Homo sapiens].//1.90E-152/^82aa//98%//NP.055143 
THYMU201 48010 
THYIVIU201 49230 
THYMU20150190 

20 THYMU20151610//Homo sapiens antigen NY-CO-1 (NY-CO-1) mRNA. complete cds.//1.40E-181//344aa//100%// 
AF039687 

THYMU20153210//Homo sapiens Dlff33 protein liomolog mRNA, complete cclsy/4.00E-120//404aa//54%//AF1 64794^ 
THYIVIU201 54790 
THYI^U201 57820 
25 THYMU20 163600 

THYIVIU20170080//Homo sapiens SIT proteln.//9.50E-48%/78aa//98%//AJ010069 

THYMU20170230//Homo sapiens sarcoslne dehydrogenase (SARDH) mRNA, complete cds.//1 .80E-183//260aa// 
99%//AF095735 
THYMU20171580 
30 THYMU201 74490 
THYMU201 74790 
THYIVIU201 75260 

THYMU20176010/A/EGETATiBLE INCOIVIPATIBILITY PROTEIN HET-E-1 .//1 .80E-20//256aa//28%//Q00808 
THYiy/IU201 77070 

35 THYMU20178440//Hom6 sapiens mRNA for immunoglobulin lambda heavy chain.//2.20E-229//479aa//88%/nri4737 
THYMU20181890 
THYMU201 84550 
THYMU201 85470 

THYMU20185650//DIAPHANOUS PROTEIN HOMOLOG iy/1.30E-20//85aa//44%//060610 
40 THYMU201 87210 

THYMU20191970//Homo sapiens FI_AMINGO 1 mRNA, partial cdsy/1 .80E-54//450aa//36%//AF234887 
TKIDN10000620//Homo sapiens Tax interaction protein 2 mRNA, partial cds.//1 .20E-56//114aa//100%//AF028824 
TKIDN1 0001 710 

TKIDN10001920//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//3.20E-97//226aa//73%// 
45 Q03923 

TRACH20011010//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 
(1 .4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//4.30E-1 7//593aa//22%//P08640 
TRACH2001 1 540//TU IVIOR-ASSOCIATED ANTIG EN L6.//4.70E-57//1 1 3aa//97%//P30408 
TRACH20012490 
50 TRACH20021000 

TRACH200213BO//ADENYLATE CYCI-ASE, TYPE V (EC 4.6,1 .1) (ATP PYROPHOSPHATE-LYASE) (CA(2+)-INHIB- 
ITABLE ADENYLYL CYCLASE).//1 .20E-276//492aa//95%//P30803 
TRACH20025370 
TRACH20026640 
55 TRACH20029880 

TRACH20040390//MATERNAL PUMILIO PROTEINy/1 .20E-1 77//812aa//47%//P25822 
TRACH20041090 

TRACH20043360//PUTATIVE KINESIN-LIKE PROTEIN C2F1 2.1 3.//2.30E-65//333aa//39%//01 4343 
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TRACH20044990 
TRACH20049500 
TRACH20051690 
TRACH20057200 
5 TRACH20058000 
TRACH20073990 
TRACH20080810 
TRACH20081270 

TRACH20090060//SYNAPTOTAGMIN IV.//1.10E-12//301aa//25%//P40749 
10 TRACH20091070//ALDEHYDE DEHYDROGENASE, DIMERIC NADP-PREFERRING (EC 1.2.1.5) (ALDH CLASS 
3).//1 .OOE-1 73//328aa//98%//P30838 

TRACH20093400//rRICHOHYALINy/2.30E-1 3//701 aa/^0%//P37709 
TRACH20093480 

TRAGH20098510//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH MUSCLE. //1.10E-20//640aa//21%//P 10587 
15 TRACH20101590 
TRACH201 04510 

TRACH20108240//ribonuc(eoproteln - African clawed frog//4.10E-118//223aa//96%//S40774 

TRAGH20113020//SELENIDE, WATER DIKINASE 2 (EC 2.7.9.3) (SELENOPHOSPHATE SYNTHETASE 2) (SELE- 
NIUM DONOR PROTEIN 2).//1 .80E-207//364aa//96%//Q9961 1 
20 TRACH20122980//HYPOTHETICAL PROTEIN MJ0798.//6.80E-13/i^11aa//22%//Q58208 
TRACH201 23870 
TRACH201 24970 
TRACH201 25620 
TRACH20129180 

25 TRACH20131230//Homo sapiens oxysterol binding protein-related protein 3 (0RP3) mRNA. complete cds.//7.50E- 
282//608aa//62%//AY008372 
TRACH201 39280 
TRACH20140180 

TRACH20143710//RAB GERANYLGERANYLTRANSFERASE ALPHA SUBUNIT (EC 2.5.1 .-) (RAB GERANYL-GER- 
30 ANYLTRANSFERASE ALPHA SUBUNIT) (RAB GG TRANSFERASE) (RAB GGTASE)./y9.70E-07//142aa//33%// 
Q92696 

TRACH20149500//KERATIN, TYPE I CUTICULAR HAS (HAIR KERATIN, TYPE I HA6),//1.10E-62//215aa//60%/y 
076013 

TRACH201 49720 

35 TRACH20149740//EXCITATORY AMINO ACID TRANSPORTER 5 (RETINAL GLUTAMATE TRANSPORTER).// 
5.00E-76//1 62aa//98%//000341 
TRACH201 58240 
TRACH20159390 
TRACH201 60800 

40 TRACH20163470//MUS musculus putative thymic stromal co-transporter TSCOT mRNA, complete cds.//3.20E-41// 
187aa//34%//AF148145 

TRACH20164100//RETROVIRUS-RELATED PROTEASE (EC 3.4.23.-)y/1 .40E-32//113aa//56%//P10265 
TRACH201 64810 
TRACH201 65330 

45 TRACH20165540//Human alpha-1 type I collagen gene sun-ounding osteogenesis imperfecta Ol type II deletion.// 
4.00E-06//1 02aa//37%//M1 1 1 62 
TRACH201 67090 

TRACH20170860//IG DELTA CHAIN C REGION.//1.60E-212//383aa//100%//P01880 
TRACH201 73680//Homo sapiens mRNA for LAK-4p, complete cds.//3.50E-80//410aa//38%//AB002405 
50 TRACH201 74980 
TRACH201 82780 
TRACH20185120 

TRACH20188350//Homo sapiens mRNA for centaurin beta2y/3.80E-60//204aa//567o//AJ238248 
TRACH20190460//MONO- AND DIACYLGLYCEROL LIPASE PRECURSOR (EC 3.1 .1 .-) (M DGL) 7/2.60 E-11//1 95aa// 
S5 28%//P25234 

UMVEN10001380 

UTERU10001060//ETS-DOMAIN PROTEIN ELK-1 7/1.40E-39//88aa//93%//P19419 
UTERU1 0001 870 
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UTERU20000230 

UTERU20000950//Homo sapiens PC326 protein (PC326) mRNA, complete cds,//2.80E-55//112aa//100%//AF1 50734 

UTERU20011760 

UTERU20013890 

5 UTERU2001 6580//POTENTIAL TRANSCRIPTIONAL ADAPT0R.//1 .90E-37//323aa//31%//Q02336 

UTERU20026620//ZINC FINGER PROTEIN 75y/7.50E-82//174aa//82%//P51815 

UTERU20027360 

UTERU20029930 

UTERU20031350 
10 UTERU20035770 

UTERU20040150 

UTERU20040370 

UTERU20040390 

UTERU20040730 

15 UTERU20041630/yZINC FINGER PROTEIN 184 (FRAGMENT)y/3.30E-75//239aa//44%//Q99676 
UTERU20041970 

UTERU20045200 

UTERU20051790//guanylate kinase-interacting protein 1 Maguin-1, membrane-associated - rat//8.20E-26//267aa// 
33%/m8293 

20 UTERU200641 20//MYELOID UPREGULATED PROTEIN.//1 .30E-79/^46aa//66%//035682 
UTERU20065470 
UTERU20079240 
UTERU20083020 

UTERU20086530//GLYGODELIN PRECURSOR (GD) (PREGNANCY-ASSOCIATED ENDOMETRIAL ALPHA-2 
25 GLOBULIN) (PEG) (PAEG) (PLACENTAL PROTEIN 14) (PROGESTERONE-ASSOCIATED ENDOMETRIAL PRO- 
TEIN) (PROGESTAGEN-ASSOCIATED ENDOMETRIAL PROTEIN).//6.00E-73//140aa//99%//P09466 
UTERU20087070//COMPLEMENT C1R COMPONENT PRECURSOR (EC 3,4.21 .41 ).//4,80E-206//360aa//99%// 
P00736 

UTERU20087850//Homo sapiens mRNA for mucollpidin (ML4 gene) 7/2. 70E-34//184aa//42%//AJ293970 
30 UTERU20089300 

UTERU20089390//Plectonema boryanum kinesin light chain (KLC) gene, complete cds.//3.30E-38//216aa//43%// 
U78597 

UTERU20089620//Homo sapiens radical fringe (RFNG) gene, partial cds.//1.60E-31//65aa//100%//AF108139 
UTERU20090940 
35 UTERU20091470 

UTERU20094830//SINGLE-MINDED HOMOLOG 2 (SIM TRANSCRIPTION FACTOR) (MSIM).//8.70E-09//427aa// 

25%//Q61079 

UTERU20095100 

UTERU20099040//ZINC TRANSPORTER 2 {ZNT-2).//9.80E-96//242aa//76%//Q62941 
40 UTERU2009951 0//ZINC FINGER PROTEIN 1 357/2.20E-1 07//346aa//54%//P62742 

UTERU20141150//NUCLEAR FACTOR NF-KAPPA-B P49 SUBUNIT.//2:20E-07//76aa//47%//Q04860 
UTERU201 02260 
UTERU201 03040 
UTERU201 03200 

45 UTERU20104310//DNA-DIRECTED RNA POLYMERASE 11 14.4 KDA POLYPEPTIDE (EC 2.7.7.6) (RPB6) 
(RPB1 4.4)7/1 .80E-48//97aa//1 00%//P41 584 
UTERU201 06510 
UTERU20121140 

UTERU20122520//MOESIN (MEMBRANE-ORGANIZING EXTENSION SPIKE PROTEIN).//6.00E-37//399aa//28%// 
50 P26042 

UTERU201 25810 

UTERU20127030//LAMININ BETA-2 CHAIN PRECURSOR (S-LAMININ)7/6.80E-175//377aa//92%//P55268 
UTERU20127150 

UTERU201 28560/^6.4 KDA PROTEIN IN RUVC-ASPS INTERGENIC REGION.//2.60E-17//120aa//34%//P24237 
55 UTERU20132620//AXONEME-ASSOC1ATED PROTEIN MST101(2)7/1.40E-15//231aa//31%//Q08696 

UTERU20134830//pelllno (Drosophlla) homolog 2 [Homo sapiens] //1 .40E-153//361aa//729o//NP^067078 
UTERU20139760//solute carrier family 25 (mitochondrial carrier; peroxisomal membrane protein, 34kD), member 17 
[Homo sapiens]//5.40E-1 00//203aa//97%//XP_001 1 36 
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UTERU201 40010 
UTERU201 67570 

UTERU20168960//Homo sapiens actin filament associated protein (AFAP) mRNA, complete cds./^.60E-68//364aa// 
43%//AF 188700 

5 UTERU201 69020//HOMEOBOX PROSPERO-LIKE PROTEIN PR0X1 (PROX 1 .30E-64//1 1 7aa//74%//Q91 01 8 
UTERU201 73030 
UTERU201 76230 

UTERU20177150//Homo Sapiens zinc finger protein dp mRNA, complete cds.//4,60E-10//104aa//40%//AF1 53201 
UTERU20181270 

10 UTERU20185220//Human mRNA for transcriptional activator hSNF2a, complete cds.//1.60E-126//246aa//98%// 
D26155 

UTERU201 88670//HFM1 PR0TEIN.//5.1 OE-1 9//234aa//26%//P51 979 
UTERU201 88840 

15 

Claims 

1 . A polynucleotide selected from the group consisting of the following (a) to (g) : 

20 (a) a polynucleotide comprising a protein-coding region of the nucleotide sequence of any one of SEQ ID NOs: 

1 to 1970; 

(b) a polynucleotide encoding a polypeptide comprising the amino acid sequence of any one of SEQ ID NOs: 
1971 to 3940; 

(c) a polynucleotide comprising a nucleotide sequence encoding a polypeptide comprising the amino acid 
25 sequence of any one of SEQ ID NOs: 1 971 to 3940, wherein, in said amino acid sequence, one or more amino 

acids have been substituted, deleted, inserted, and/or added, and wherein said nucleotide sequence encodes 
a polypeptide functionally equivalent to a polypeptide comprising the selected amino acid sequence; 

(d) a polynucleotide hybridizing to a polynucleotide comprising the nucleotide sequence of any one of SEQ 
ID NOs: 1 to 1970, wherein said nucleotide sequence encodes a polypeptide functionally equivalent to a 

30 polypeptide encoded by the selected nucleotide sequence; . 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a polypep- 
tide encoded by the polynucleotide according to any one of (a) to (d); 

(f) a polynucleotide comprising a nucleotide sequence having at least 70% identity to the nucleotide sequence 
of any one of SEQ ID NOs: 1 to 1970; and 

35 (g) a polynucleotide comprising a nucleotide sequence having at least 90% Identity to the nucleotide sequence 

of any one of SEQ ID NOs: 1 to 1970. 

2. A polypeptide encoded by the polynucleotide of claim 1 , or a partial peptide thereof. 
40 3. An antibody binding to the polypeptide or the peptide of claim 2. 

4. A method for Immunologically assaying the polypeptide or the peptide of claim 2, said method comprising the steps 
of contacting the polypeptide or the peptide of claim 2 with the antibody of claim 3, and observing the binding 
between the two. 

45 

5. A vector comprising the polynucleotide of claim 1 . 

6. A transformant carrying the polynucleotide of claim 1 or the vector of claim 5. 

50 7. A transformant canying the polynucleotide of claim 1 or the vector of claim 5 In an expressible manner. 

8. A method for producing the polypeptide or the peptide of claim 2, said method comprising the steps of culturing 
the transfomiant of claim 7 and recovering an expression product. 

55 9. An oligonucleotide comprising at least 15 nucleotides, said oligonucleotide comprising a nucleotide sequence 
complementary to the nucleotide sequence of any one of SEQ ID NOs: 1 to 1970 or to a complementary strand 
thereof. 
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10. Use of the oligonucleotide of claim 9 as a primer for synthesizing the polynucleotide of claim 1 . 

1 1 . Use of the oligonucleotide of claim 9 as a probe for detecting the polynucleotide of claim 1 . 
5 12. An antisense polynucleotide against the polynucleotide of claim 1 or a part thereof. 

13. A method for detecting the polynucleotide of claim 1 , said method comprising the following steps of: 

a) incubating a target polynucleotide with the oligonucleotide of claim 9 under hybrldlzable conditions, and 
10 b) detecting hybridization of the target polynucleotide with the oligonucleotide of claim 9. 

14. A database of polynucleotides and/or polypeptides, said database comprising Infomriation on at least one of the 
nucleotide sequences of SEQ ID NOs: 1 to 1970 and/or on at least one of the amino acid sequences of SEQ ID 
NOs: 1971 to 3940. 

15 
20 
25 
30 
35 
40 
45 
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Figure 1 
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